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(54)^U^ hormone- 
related PROTEIN 

(57)Abstract: 

PROBLEM TO BE SOLVED: To obtain (a part of) a 
human monoclonal antibody against a parathyroid 
hormone-related protein which is completely free 
from the antigenicity to human body, free from side 
effect and useful for the treatment of hypercalcemia, 
malignant tumor, septicemia, hypophosphatemia or 
the like since the antibody has reactivity with (a part 
of) the human parathyroid hormone-related protein. 
SOLUTION: This antibody has reactivity with (a part 
of) a human parathyroid hormone-related protein and 
has a property among (i) suppressive activity on the 

intracellular increase of cAMP accompanied by the AVSEHGLLHDE&KS I QDLRRRf FLHHL I I HTAE S B.AT 

stimulation with a parathyroid hormone-related 

protein, (ii) suppressive activity on the release of 

calcium from bone and (iii) suppressive activity on the 

increase of blood calcium. Further, the human 

monoclonal antibody has reactivity with a partial 

amino acid sequence of a human parathyroid 

hormone-related protein having an amino acid 

sequence of either formula I or formula II, and a bonding velocity constant Ka and a 
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dissociation velocity constant Kd between the antibody and the human parathyroid hormone- 
related protein are > 1 .0 x 1 03 (l/M.sec) and ± 1 .0 x 1 0-3 (l/sec), respectively. 
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(57) [£#)] 

[SS] t hliJ^flfc*^^*^^ (PTHr 
W*"f. tfct hPTHrPiC^-t-^-SH-t-S^ttfliJSt-f* 

* (73^ft(Dte«*fc(± ; M*i-*i^-rwffl'i t hPTHt-pi- 

ft<fc;S£ [.vy^yiiy ?^"?^£t hPTHrP-C-^^ 
« h6 * fa fStt^ (D+t St co t*# * & ft 5 »tt £ # 

tst hPTHiPi-st-f sfi-* rot h ^ / ? d — -tvHjtf* 

'">HSSLfi = - jx^tOt h^/ n— -t-Mftftli, 
.xftfr, -r?*/t h^ yftifcStKBR-graftedtaffc 
a^^tO^t h£.*}ft<fc#f&«¥±<0*#ft*&i L 
T W L T V > It t h i- *f -f 5 ftft «H4«H7>I"]fPffl 
5 zbifi&^-b frbVL&MM&t L-rffift-c#W'-*> 
5 = 



(2 Mm 2 0 0 0 - 8 0 1 0 0 (P 2000 — 80 1 0 0 A) 



[1***1] t hB'I^^Jfe^/^^Baffl^^^v^^Tt 

[1***2] Kth^/.^P-t^SW y TE 
(a) 7^ (c) <Z>V^n75^E*^i4W*:*"r5 

£#i*fc+ai*** l i^fBffico t h*r / * u— Jvufltffr 

**:i±-ttf>— SB : 

Tf)cAMP(^)J:#^^LtWJM{MPffl« ; 

[1***3] StK/^-tW, TIE 
(a) &tz.YX (b) m^-f^a^T ^ 7fiftK^J§r*rr5 
fc h#J¥tt)»*.'^>-Mil*^ *<7)SB#t^ yggga?ij 
KKJSttSr*P*-« ^ t -*-£!»#* l \zKM<D fc 

b^e / y n — ^M5tft:3;rt:fi-t<7)— SB = 

(a ) AVSEHQLLHDKGKSIQDLRRRFFLHHLIAEIHTA ; 

( b ) A V S EHQLLHDKGKS I QDLRRR FFLI 1HL I AE I HT AE IRAT Q 

[1***4] est 

7U>^7^^, lgG2T'*5:iS:»itt5»* 
* l 753gi***3<7>v^ii.75^E«t^)t: h^-yyp — *- 
/Ha***Ltt-tW— SBo 
[1***5] ttfc h^y *n-^/uffifleas, thfift 

■t* IB** 175SI»**4 <D\i-*-rtlMZ.R1fc<D\i b^r/ 
f u — ^-/u©tff*^tt-t<^— SBo 

[1***6] )Kh 7>-^v f i-3/^#t Mlfc¥LSj4* 
t5n h 9 > * v' 3/ y v-) * Tfc -5 w > t 5 

I*** 5 HfS^tot: h^ey y ^Jfi;f^L£fcfi•rtf>-- 
plJo 

[1***7] Rfc h^./^p-+i^H hS'l¥#: 
Jfc*.'U^e>'B8i* ><7>3£^i£/gJ£ft ( ka ) as, 

l 0 x io 3 (1/M. Sec) EUKaftfire* a r 4: S:#» t f 5 
I*** 1 7&Sl*#*6<Dl^ma4cE*t<Dfc h^y y p 

[1***8] Kt h^yy p — t-zufittei t hSW^ 
«8^.'U^e>'BBiS^>^^ t<7)»HliS*S« (kd) $K 

** l J!;IliM6(DV^i^i:EigcOt h^ty y p — 
+A4ftff*fctt-t<D-8Bo 

[1***9] h^ty yn — r.'i>Vittk fc hgii¥« 

j&*/u^>f|§igy >xy J:<^*¥*t^ft (Kd) a*, 1.0 
>-10- 7 (M)WT^»fS-r*>-5 1 i:Sr»»t-r5i»** 1 
71/^1*** 6 (7>v^ii*4cE<B(^ t F^/yo — *vvta 
tt£fr_f2^r<7}— SB 3 

[1***10] «EJ$^3*«^« (ka) as, 1.0X10 4 



(1/M. Sec) EJL±a>»ttT* 5 r !r Sr»»> "Tai*** 7 
dE^t h^ey d— tvi-fitftts^itt^co— SB a 

[i***i i] tmmm&fetk ud> a;, i.oxio 

~H 1 /Sec ) K T <D ft fit -C 6 1 1 5: t i~ 5 f 9 * * 8 
^Ettco t h^-y y p— t-'UviffSfctt-?:^— SBo 

[1***12] f.S«Bf5Eft (Kd) as, i.oxio-«(M) 
WT^«fiI"C*)5 :i JSr«rf»i-rsi»**9{-E«t«ot 

h^E-y — ^/Wattifcii-ftf)— SB, 

[1***13] tt*|flt5Eft (Kd) as, 1.0X10-*<M) 

UAT*>*4f-C* -5 l i *r#i» i: §*** 1 2 i^EDE^ 

[IS** 1 4 ] Ji*¥M6*£4S (Kd) a*, i.oxio 
- 10 (M)^T^^cfttT^6r. <r ^^fSt-T-5!*** l 3ld 
E«c^t h^-y y a— ^/ufai*ifctt^-(0— SBo 

[IS** 15] »1tK^y P — h/Mftflct fc hgij^ 

tya* > rail * >"<? t <ote&mmi£& ( k a ) 

t>K i . o x io 3 ( i/M. sec) _t<n ftffi-e* a <r t w» ^ 
"*-«!»** 2 *fcttl»**3lc:E«lOt h^y ^n-^ 
/ufit^^/cti-^co-gBo 
[1***1 6] !St h^e- yy v<-+tvm*b t h@iJ¥ 
«t«l*.'U^e> BHi* * Jr^*Mi***tt (kd) 
a^ l. Oxio-Mi/Scc) UJLT^»ffltf*>5 r t ?r#ti:t 
51***2 ^ fclil*** 3 l^EIScOt: h-ey y p— f/i/ 

[I*** 17] at / > p— t-^fiti^t fc KgiJ¥ 

vtm*>^>m&*^><? kmrnfegz (Kd) a^ 1. 

0xi0- 7 (M)^r(7V^fB:-Cfc5r i: Sr»»^-rsi***2 
* feiii*** 3 u:e*m> t h ^ y y p — ^-^ta#* fctt 

-^O-SBo 

[1***18] B[3e-&jfiJK5g*fe (ka) a-, L . 0 X 1 0 4 
(1/M. Sec) £JL_k^fc|tT** - t *r#M»t 1 

stcEttcot h^e- / y ^-/Hjtflc*^^<7?— SB D 
[1***19] SX*¥Bti*jK5g» (kd) a\ i.oxio 
- 4 (l/Sec)^TO«fit-C*)-5 _ t Sr«r*t-T 51*** 1 
6^E«^fc h^e / y p— ^tftffSfctt-^^— SBo 

[1***2 0] K*|«t;E» (Kd) a-, 1.0X10" 8 (M) 

HTO«(it'*5 1 irSr^ti-51***! 7 (^E*^ 
t: h^-y y p— -fvHTttt ife^^t^— SBo 
[1***21] nwK^ft (Kd) as, i.oxio- 9 (m) 

KT<o«I-c*«: t *»«i-r5l***a 0 i^E«c^ 
t: h^-y y u— -*-yufitffi ^tt-t^>— SBo 

[1***2 2] tmm^ik (Kd) as, 1.0X10 
- 10 00WTO««^*5r.i:fe#*i:-f--6i*5R*2 l\z 
E«c^t K / y h./HJt»*fctt^tD— SBo 

[1***2 3 ] fc h§ij¥^flS^/^> Raii^ w<y * 
[1***2 4] K»jiaa^ t 

afitftSI i Sr#SS<lr^-5f***2 3 lcE#<OflM& c 




-/^ S x/^i ^ist - t ^WOLb't^ 

[ill.- j 7] rn r o-;^:'x^/^^t MS?L»jtt 

7K h * > : J- — 7 * ~t\*> 6 1: ^^f# > 

[!».ftrfi2 8] temKifr* HIS WltS 55-FERM BP-6390 
~T»S'I *H5 • ^ !' K— -Tcb 5:1: ^fS^i" 5 IS 

- -t- a fa($:co fig* ^3-Kt5DN A ^ L < tt ^ 

<£■ d N a ^tt/Brt l:«\^io:i:J:J:^ JElCfcift 5 
n/t^K«s**JB-?*>-5 - i *r»i»!:i"6lll*J3i2 3 1- 

[BM3 0] t: hS'l^ttBft^'t-^^BSli*^^^ 
£ f~ i J: *: V - SB T? * o T . E » W ft * ^FERMBP- 6390 T 

Ett^TE (a) *A:rJ: (b) ^i^MiEt^ 7 ? 

(a) K??lJS^4, E*'I*^G. E?'j#^8, E*J»* 

1 0 , E?'JS §-12, E?«JS l 4 , E^IS^r 16. E 

8. E^JS^s o &o-E?'JS*§-2 2^645B 
A-ii»ii#x5^-fnA» l o<7>E*'IS§-KE***iS^ s 
'f&E^^-r S '»Sf:M ^Sll9»e<^r S /B*E 
5'| ; ;£fci-± (b) E?i|*?-4 ( E*JS*§-6, E?'JS§- 
8 , E*I*?- i 0 , E?'JS*r l 2 . E?'IS-^ l 4 . E*'J 
§^-16, E^ISS-18, E*J*^2 0 Rr>E?iJ»*2 

2 SB^iBii* l ocoE^JS^i^E 
ft** <5T ^ '(KEyi|*/)r £ .'8?S*§-2l75^li9SB 

t*§U\ iJ^DSn^r-; 'SfcE*! a t?r 
£ 'KEf'Jfr-W-f* - r ^irt^/ * ~ — *-^*a 

[If *rj3 2 ] h "-^ BBS * * 

^ it -t - ; i s :st£ «r w ^ / 7 c - -utait * 




(3 2 < J 0 0 8 0 1 0 0 ( P 2 0 0 0 — 8 0 1 0 0 A ) 

fflSc^-^E (a) 7!? S (d) ra^n^iEIEOT $ 

(a) E 2 4, E^'JSv-2 15, E*JS*§-2 8, Sd 
^!S?-3 0, E^JS^-3 2, Sd*iJS*3 4, EfiJS^3 
6, E.^JS^-3 8, &CKE^JS^-4 2 A>oft 5«rt*5>iM 
ii*7X *. i -fn^ i o^EWS *i-Ett ^ 5 .' Kid 
yij^^r ^ '«&#^-J07i-giirSa<^^ 5 /KEfj ; 

( b ) Ef'IS^-4 o ,:EttSii5r =■ .'ItSdfW'or 
/Sfcft^o^iSnsSB^r ^ ^SS^j ; 

(c) E^iS^-2 4. E^iJSy-2 6, K^']#?2 8, E 
^iJS^-3 0 , E?«J**3 2 , E?'J#*3 4 , E^'J#^3 
15, E^JS'l-3 8, &->E?'JS^-4 2 ^^"b^ 

;m-5 V ^-fiLT!)^ I o^E^IS^i-EtK ^io^v/ SSE 
^ij^^r ? 'KS^o.'S^inSStO^ ^ /KE^iJidia 
i>-c, i g ! ^< tiftfi^"^^ lt«ffL.\«i 
ft:tJP *tiit-r i y SftE^'J : * Mi 

(d) E9iJ#*4 o;:fdtSHor * /KE^J^^r^ 
/ «&S^07!;3ill5S@^r ^ /|6E^Jt-*iV»"C, l^ 1 

[IS^rg3 3] ?St K/:? "t-'UfatftO***: a 
3-30, DN1^0 : JH6U^^i-0 1 I: ^4#f^ h "I" 5 IS* X I 1 

[i»5RJ3(3 4] ISt K-e / p— *-'^fittt^fi*l*=i 

4. 16, DAL?it>'JH6H* - t ^ "t" -5 If >tt r I 1 

^7!g|f^JS2 2 <75V »-r*lA-i--E«cO V. h^t ' ^u^--h/U 

[I*3ftrl3 6] Kt p— +'tfittt:^«H4r3 

-Kt5VS«, DS<5*J J8W^DNAd\ #«rV 
3-30, DNl,5r>'JH6i'*5l5L. liottt ^ ^u— 

1 7IrSfi|5Rxi2 2^V^n.^-;"E«c-/>t h ^ / : ^u— 

-Kt'5 D9«5V'J98*^DXAr-, #*vh 

4.16, DA 1 !i: T>' JH6 .Ifi^ L Roflt h^/ ^n— ^/U 
fii»^«» ^- K-f-S V«*RO : J »'DNA^, 

# ^DPKi5^r>j ic s.rfc.^-r 5 * 2: *-*^«> ^ SIS^^S 
l 7!;Slf*:^2 2 .^f*-fn75*iiE«c^t / 7 u —r 




3 0 75Ml»3fc*l3 7 OV >-t : ti 7!>4c|S$gcOh: h / * d - 
[IS*if 3 9 ] IS^xg 2 , »*tB 3 , fgjfcrf i 5 7!;S 

[|f*il4 0] KEIgm^^, §inP«J&*A^>^ 

/SSlnffli^lii it £r«H*t -r.5aS*rg3 9 id|E*c^ 
EXft/ftn. 

[»**4 2l KE3R*&JiM^ #f*»o»»J**:tt 
^HSUi/B^tfL* 1 t £#l»ti--5l£#:*S3 9 tdfa*fero 

[«**4 3] tmmmhtwtiK mmv v tin 

i!3 9 fcE*«5E«J«4*o 

* W^ffl V MbiLO I t t -T 3 3 9 K 

i--6f#*^l3 9 ^2Et(0[lIl^i 0 
[If*ri4 6] KE^ffljs&fttf'-, JBBrWllfRIR* 

fee 

3 9 ^gs*fc<aE*ffi/£4* 0 

T*>5lt*r#«t-t-5Bl5R:il4 7 (^iE«c(^E^M^c 
[§1**14 9] «3EEjK»rt«Jd^ JS«tS^JB@Jrtfl-« 

St-cv^if^^^ffl^btia 1 1 *#«ti-a!t 
*JJ3 9{£E*fc<0ESK»J5M»a 
[19*15 0] »E*ia/S;*W^ #, 

*5 3 9{ctBttOEae«iA4A. 

[»*«5 1] «E*»l*tttfN Bfcl6ia£ (sepsis) * 

/-fiifeA'ttiftJm/CSffi^W (sirs) i^MMi^W 
r t Sr#i» !:i-6IS* r I 3 8 ME*(^E*iafi»:»o 




(4;4$M 2000 801 0 0 ( P 2 0 00-80 1 0 0 A) 

[000 1 ] 

^E->'FVIii v > (Parathyroid Hormone-Related Prot 

eiru PTH related Protein, PTHrP) £ ft: fit ^ <7l> — g|5{C 

[0 0 0 2] 

tt. JSfttS ( ^*^J9 — 1 Omg/ 1 00ml 5mM) KJfcfSSiVC** 

•9, iJft&^ftW* ./V-v -t^'^ v * (calcium 
homeostasis) fc l*# 0 I <Dtttf*50%SATK 16 Ti" 5 

(^Btjas-e-t it, ^fcWK^^A^^^^^ft^'&t 

SttMtr^5>-D [lo,25(0H),D 3 l . 
gi|fP^taS'1"v'V ; e> (Parathyroid Hormone, PTH) . A./U- 
v h^> 5cOTTHrP (Parathyroid Hormone-Related Pro 
tein. PTH-related Protein, PTHrP) ^ k'fc&rf h *T 

[0 0 0 3] 4ft'/)5miat LT, 

'It LT<7)SSiJcD^ib-f\ tO«^T^5i?/Ly 

mm (#^;«) tp^K (#«ir) 

tt , at ifa * M IB * * (om^rfm ^2 ^ 5 afe ^ SS'J ffi o X v ^ 
5#rT^« (lS37-VWi^tSKia) ^<ta 

R W ^ (ft 21 Sr L T WHS « - * ^ -A $r 
^SiL^fCgl^^ f^*^)M^«^n5tt 

[0004] :<^J;5 y ^T 5 !J >:^W/lv"? 

y t^^ y^i:II^S'f'I^Sf:ttf «t«t 
M&oo^/5fe (*JRrt»J!aA»feO»^ Hlflt) 

tS«ffl»f^ h^-r>^t) *i|H4LTV^5 0 



(5 *5ffl 2 0 0 0 - 8 0 1 0 0 ( P - U 0 0 - 8 C) 1 0 0 A ) 



D, g!!¥#«*'^> (PTH) • 
(PrHrP) . x7^.v/^-^ ^ 

[0 1105] Si^rtlt^L-t/ (PTH) * 

A - KDPTHJi, 3 ITS /KEW-feftS^"^* 
,V-r-f-K ('31- -I) ^kHK84r;.^M (PTH 
(1-84)) ^b4^, PTH^tttfStt'^^Si-^R^*^^ 
Wig;** i€PTH(l-84)J3N*S»Wi!^l-340«« (PTH (1-3 
4)) .if^^f £tt"Cv ,; 5 (Proc Natl. Acad Sc i ISA., 
Vol 68, p 63. 1971 ; Endocrinology. Vol.93, p 134 
9, 1973 ; Peptide and Protein Reviews, Vol 2. P- 20 
9, 1984)\ PTOOtfwU^-ftUBtt. #*»«K0i«teW- 
fFfrt" * PTH/PTHrP££t* (PTllR CKPTHrPfJ W\ ~ 
ft 5 ) i - »»W » - ^ ° * 1 " ! 1 * 0 ** - H 

[0 0 0 6] PTH«0*t>«K^£^ffl»i. 

teT't"^ £ g'l^#cflS^ if ^ PTI i to 3 81 *> t - f E if £ *i . 
m^^M^h(D?m^:THl^M.hr-nM^^, WAS 

^.^^ne.* 'Uv'^ftSrift'J' (Brown, 
EM., Homeostatic mechanisms regulating extracellu 
lar and intracellular calcium metabolism, in The p 
arathyroids, p. 19, 1994, Raven press. New York) 3 

[ooo7]»¥tt»*w (pth) traa^**^ 

» ft WM Sri * * > ■ t t ~r 5£ *£P * *r f£ "C 1 • 4 * * * 
SW^'^>^«^' /0 (PTHrP) ^ 

PTiwaSi-J:'! ffi^/i v ^^a^ffi^^ffi^T^S^n, P 
TH^WW'^^f^S^en/t (New Engl J. Med., Vo 
1 225. p 789. 1941) D 1980'4M^L^K **>PTH«tt 
A *PTH k A 5 3>PTH t PI — to S n it *: /r L "t PTH« 

[Il^Snf: (Proc. Natl Acad Sci USA, Vol. 
80. p. 1454, 1983 : J Clin Invest.. Vol 72, p 151 
I. 1983) 3 

[0 0 0 8 ] t hCOPTHrP;--;^ 3 SS-' r ^'< - ' 77 ■+ - 

**P£U loll 3 6^ /«EW]^e>^-5-'^ ^ 

K (-36--1) fc§-*tt«:i39^^./KE^J (PTHr 
PC1-139)) *?>*0, S^cil 



& ^ -r n i - 3 1 * ' ' PTHrP (1-139) > IS] — T- Sd ^ ^' C ^ 
flPTHrP (1-141) i: PTHiPi 1-173) "T *>£•=, ^o. ino 

i -i39i^^^ ^ ./figE^i.-i^isir-lp] — "T^5= t 

h PTHrP ii , rV ^ & V : - > V -.O PTHrP t M ^ ^ 7 Kffi 
[5]ti r : #L"t4o *? . ^Jr.i-Hi"^ i / Sfei^^ v > — 
t^il^^"CiiJ l ' (Crit. Rev. Biochem. Mol. Biol.. Vo 
1.26, No. 3-4. p 377, 1991) , 
[0 0 0 9 ] PTHrPcON ^58^1 13(7; ? Z J S6p&7/»2PTH 

14 -34T ^ /KSB^T C /»E«iJtiPTHrPtI«»W-r-* 

*:^Kt>:*««PTH^i4--34T ^ /iSftSfl5^^ffli>;« 

PTHrP£>l-34-* P ^ /«8B'^A :; PTH> 15^13 -cO ^ ft ffitt* 
^■f't*-??. PTHrP«01-34T i Pni««* 

(PTH- like region) ^.ino (Endocrine Rev. , Vo 
1. 12, p. HO, 1991 ; Endocrinology, Vol 125, p 22 lo, 

1989) B -:b\ i-34ri/»SP»J: | 5C*iH«^r$/ 
MewttPTHi-p^ww-r* 0 pth tfflratt^^s^^-t 

^f>, PTH-unlike regiont Putins, &Htili&*> k & 
K) s PTHrPtiPTHirSSi^^^WU, PTH/PTHrPS^ttl- 

/U^e>'BB5S^>' /: ^ (PTH-relatedprotein, PTH-like p 
rotein, PTHrP) h Bf ;iJl 5 J: 0 ^ o f' (Proc Natl. 
Acad. Sci. ISA, Vol 84, p 5048, 1987 ; Science, Vo 
1.237, p. 893, 1987 ; Biochem Biophys. Res Comm , V 
ol 146, p. 672. 1987 ; J Clin Invest., Vol.80, p. 18 
03, 1987;Crit. Rev Biochem. Mol. Biol . Vol.26, 
No 3-4, p 377. 1991) 3 

[0010] PTHrPH, mmm^ft ^ > r > 

$z sni ^ ^ ^ 4i€ W L ^SMi -r k ^ 
[;iPTHrP^ii*0^*nr^5, LiX* -C^W^f?. P 
THrP^, ^ftftft^teft^/ilto^Clfl*^^*^-*** 

[0 0 11] PTHrP^'H^^-rt^^i'^^^^^ 
Bfl>i.'St>ao-rvv5^ ; , PTH/PrHrPSS^t OV^Sr 

5- :n^-r^«'b. PTHrPri, pmmit&i. ^pth 
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[0 0 12] :tlb<7)H, PTHrPOPTH$H1^*-O^T 

^^ff<C*5ttiPTHrP^'J>3fcs i: tl-34T S /Sfe£B#£r 
^tfW«i- ct 0 ffiS^ntl/ PTHrP(7)PTHt$^ffl^o 
^"Cii, PTHrP (1-34) ttPTH( 1-34) t tSlS^flBT* *3 , * 
fcPTHrP(l-34) .fcOftV'JHF- (W*.tf, PTHrP(l-84h PT 
HrP(l-108), ft t*PTHrP( 1-141) >fc£) £ t>^M8fi-C&5 

(J. Biol. Chem. , Vol 264, p. 14806, 1989) 0 PTHrP 
C01-34T $ /»88$N-te, PTH ( 1-34) i HIT <, PTH/PTH 

G,ftO*25-34T 5 VSMBS*) //^4t^)o PTHrPOPTH«{£ 

^k>?7"^ (AC) V i? C (PL 

C) £r«Jg<fcU W##HIBttO#'HiRSr»WU, 
Brett* if^MyMMP (cAMP) ^U>-#m$r 
ffi^SU *^ i^^A(Z)PIKWS:ffiiii-5 (Crit. Rev. B 
iochem. Mol. Biol., Vol.26, No. 3-4, P- 377, 199 
1) o 

[0 0 13] — iilS^J: 5«-PTHrP*-, fl-OttWP 
«KfS<H#LT^5aM*^ PTHrP fc#ftWB8it«* 

fcfcsn-c**^ (BttM*) 
[0014]* OBttll*) W*5**'^>^^fi 

(malignancy-associated hypercalcemia (MAH) ) f"± N 
B&0: -t L L tf A btt«M*l8|[f*3£<RI* (paraneoplast 
ic syndrome) "CfeSo iff # ^ > V AlkjfM,S#"CS 
fti^iKV'Ott, i^^teS'J¥^^/LxiS (primary hy 
perparathyroidism (HPT) ) "Cfc 9 ffl^tt1Stt<^Mii £ 
t'3 Q — MAHtD#<tt, ilfTttX-fe «0 iolS^ 
*>9, ffl*^f&SR<OM*&^.»#^Q0L (quality of lif 
e) ^aiCaittt^^o MAHtt. fc<D2lSmiZ*iftl£ 

HJ:9 t^tSnaJBtt^ffiiliB^/^^^AllilfiE (humo 
ral hypercarceraia of malignancy (HHM)) ~Cfc 9 . f& 

HX^/C5i-r5 r. i #?£A?) t-«fc"9 t>fcfb£*t 

S^fiffttlMiWIPttBi* /Vv^AM (local osteolytic 
hypercalcemia (L0H) ) T*5 0 LOHtt, *<Z>j£.Jfifc» 

fc-%*.ibH-3o HHMtlJ:, JiMf*?** 'Viz'? Alfa. 

jE(Ofa9 0%55< SrAfc IN. Engl. J. Med , Vol.300, 
p 1377, 1980) , *<D±&teW*&toK&f&ft&&W-t& 
PTHrP^ffllC iSrt^fcji^S noofc 5 (Am. 



J Clin. Pathol. , Vol.105, p. 487, 1996) Q 

[0015] iia^^e^«.-trjt, HHM^tt*^fl-*g» 

(7) fl- ^ t PTH rP CO A* S S 4 1 >m 0# a *b tl- -5 iff ^ v- 
■^AlftLfiE (L0HfcHHMi0ffiffi£^O*£f?!|) fcB*TttS,S 
[^noo L0HT^M^^^*.-r^PTHrP^^?/f^ 
#*« (#«») K*5-L-C^5»&fc*>So 
*Ttt*>4^Att«** : iS*^SPTHrPt- ££iff-^'Vv 
r> AifofjEfcfcfrt*?) (Am J. Clin. Pathol., Vol. 105, 
p. 487, 1996) o PTHrPSf£«C«fc5HHMtt, 

ict>*:a#«*t-*5v^-cae>*T,^34 ? , t^i?±si 

fl§fl*«. ^«AT«aM (ATL) -c 

(N- Engl. J. Med., Vol.322, p 1106, 1 
990 ; J. Clin. Endocrinol. Metab. , Vol. 73, 1309, 19 
91) o 

[0016] LOHtt, #mm, ft*, y >^«*ae>n 

L0H{C*S^"C<>, ^C^^HMPTHrP^Ba-^^^^^^no 
o^.5o filial TNF-/5, IL-10XOTL-6i: 

t/ut', PTHrPOH^ffc7"nlftSn"C*3t) (Am. J. Hemato 
1. , Vol.45, p. 88, 1994) , iff iJ >\- -is ? M,sSaM *:# 5 # 
SttftiBISft ^CO Jfa ^PTHrPcr; _b#^ SntV^ 
(Ann. Intern. Med., Vol.111, p. 807, 1989, Budayr 
AAb) o fLffi-CttLtf Lli^te^*^^^^?,^ &J4 
0%<7)S#-Ciff^ A V -!?AllD.ffiA-jEr. 0 s ?L«^#K^ 
ffl-CttPTHrPOiffV'?65 l ^A?>*T/S (Cancer Res. , Vol. 
51, p. 3059, 1991) o *tz., 9L*«#^J[S?S* 
8Bt^istJ-5PTHrPC056mSrtt:K"t"5 - ^ «r^f(- 
iff < , #*»lt*T-C*iHB/ia^ <t SPTflrP^a^j&sffiit 
^HTt^rt^^JntV^ (J. Bone Miner. Re 
s. , Vol.7, p. 971, 1992) 0 ATL.&#fd*JV *-CI2, #5 8 

o%^iff*/Ui^i?^Jlh.fi£fi:0f«"t-5 t**?tbT*5 9 s ffl 
f&^Jt^'J L-CPTHrP^^^Hiff<a(-^t, it^v^A 

ATLcO^tScO 1 o(CPTHrP^^?^< - fc 

"CV^5 (Leukemia, Vol.8, p. 1708, 1994) 0 
[0 0 17] L0H(O±S^.®H-CA)^*CQ#te»i:PTHrP 

56mi:#C»gBtct3tt5PTHrP(7)*ad : . 
^iffV»-fc^»*StlT4b^ (J. Bone Miner. Res.. V 
ol.7 f p. 971, 1992) , S?)[^-K^!)^i^rt6t 

H<D?L*»jiao#«»ttiBW3&«*mHrP^*^ ct ^ ?p*j 

StLSr i:* 5 »**tL"CV^5 (J Clin. Invest., Vol. 
98, p. 1544, 1996 ; Cancer Res. , Vol.56, p. 4040, 199 
6 ; ISBB#fftiliSS^BflW096/22790-g-^$R) 0 PTHrP h HW 
y ^-^^ (Rheumatoid Arthritis (RA) ) X 1/35^1488 
gp^E (Osteoarthritis (OA)) £ £»H5IttK.Ot^-Ctt, R 
A.ft#.RT>'0A.ft#OV^iX^?tiiS (Synovial fluids) 4^ 
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«»flt^-FIUrP^%*A.*«*n-Tl^5 <J. Bone 
Miner. Res. . Vol. 12. p. 847. 1997) , 

[on i 8] -If. ft*-i>-->^&>-iis#h\. -il. 

«X. WWW. S)HS^^f^^4- 
> Sffl AW- hix^ ■ - A • . * tftftJWIMff 

is A * > ^ A ^ - p rHl p - 7:; MiSt * " ^ *" ^ " 
i PTHrPi - Jfff 5 ffiH* * ffl V ' - K * v rt ^ 

.-28089 , i^^^t6»ftt/f 

-r-l-5 (SRI«fFtlilfiSiWW09C/:?2T90^-ii:«) = 
[0 0 19] *<bi^ tg (»«:«*) i**^-?** 
SI 2 ^a«<eM«. 3feO=;i*nfc tPTHrPtroBfliitt^ 

maw* 

<au*tote* t *a*&Mfti&*^ bp*.,. 

5- ti^tO, -arojBMitffittiriW*'"'' ^^^^ 
©I?gi«1*WtlJK^M w » 6 - /22790 * & * ) 0 "? /ff " 

Jfrr^cot, PTHrPi' , &B^#3? Kb^>>) ^ 

^.atci^^rfafi?. (sepsis) *±*ttj*ffiicsffi*s 

(Svstemic Inflammatory Response Syndrome (SIRS)) 
*«0=ftlaL0>jSiaKH4-r* b^tDEA-fb. PTHrPi-tf-T 
of7i($^.ffl^-rteiiiffi^siRS^te^L hi-iK^t 

[0020] JBttMUK.* Sis^'iv ->Aitffio 
Mx-C*J») . PIHrP;-iii-ott<$1rffl^-Tl£ ,) - 

;-. I ')**/£ inSStPTHrPi: wMiftil-oi t« 
i..^ SivC^ - PTHrPiitfi^^ttt^i-®;-^^^^ 

v «ft **** *> !=M**4 

H£*n-CVS (WffJtS. Vol 68, No 6.p.726. 1993; B 
tf^lB^ie. Vol.14, No. 2, P 334. 1996 ; B 
i*3 0@!*5. P 118. 1997) 3 
[0 0 2 1 ] 5«#Wf&*!"* JV " 

-;-t. t^nw-; t hPTHr-p;^ti-5^ ' 
; it(jo', .-r;i, t h PTHrPi > '•' r tit-'ft 3 : <r>®>%-< 



3 — f- tf[ tS "5 - # & *0 o f '. T • l- (Clin. '.hem. . Vol \ 
7. No. 10. p 1781. 1991 ; J Immunol. Methods. Vol 1 
46. p. 33-42. 1992: Clin (hem. Vol.37. No. '<. p. 6. 
8 1991 • J Immunol. Methods. Vol.127, p. 109. 199 
0- j Bone M,n. Res.. Vol 8. No. 7. p. 849. 1993; * 
B#lt*5.217.89.}^« ; H»»fm«isWW»7/0431 

f a— t-;tf?Lttc.':'im. ^Cj^J-SS*: ' 
[0022] 

rt-tftttrt. t h**tfW?L«i^ifcW*>S 
PTHrP^«S^^ > thD-CW*HS*Sl''tttt*^ 7D 

M 4r ffl ir - ^- • < > ■ f ■ * I* f *i ; 1 5 tt ffl o S « 1 " * 5 1 ' '- ri 

i'(ft8EW1S , S:W+4) ft*. ^frwHWWMtWftS* 

■+- ,V tnfrll W-f Z>fcm'-%L*-Z$x 5HAMA&«C-1? (Huma 
n Anti-Mouse/Murine Antibody Immune Response) !»:* 

( r v . -c tittft * * *i ^- * / ^ b 't f ?q s n 

/ii (7591^^75^1^^ - Silo. 
[002.3] r ^ J: b AcHAMAfeSi&S *rt6i* S * 5 1** 

H.ufa*(05EJtt«««*t: HM:7-^ o 

i:g4 ^ --7 ..- 1 h^f^ ^ "5 - 1 ° 

Wlff-^^ (Complementantv-deteiraining residu 
e-CDRl. CDR2. CDR3) <kX<OidVi*t 

zed anitbodv, COR- grafted antibody) T^5 = 
[00-4] L.^'. 
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gt>TC<fc*K HAMAjfcffilCSirlSlttl^HACAftffiiCS (Huma 
n AntiChimeric Antibody Immune Response) ^HAHA:fe 
SJt*?f (Human AntiHumani zed Antibody Immune Respon 
se) ^^^^^fie^n^o fifoT, 1n*Srg^p n p^ 

[0 0 2 5] t hPTHrP*doV»"Ct, B'J^ffl &\¥t>*T%%? 

£') , JfcW^fl&eOSB^^^i***:^^ 1 ^ (&lfo^ (seps 
is) , :£JH4ifcffiJ£S*£#a* <sirs) .^(/fiyyif/cC 

[0 0 2 6] 

5*ttIfcJ:<7>tt^W— — XSrWifc-r^ifet-, t hPTHrP 

tsffl £ *vrv^5 ,&t>* s .'Vv'a. * >h(ojj'm 

(Nature, Vol.256, p. 495, 1975) £r ffl ^ 5 ^ t <fc 

tt* &tf*XRJ4;tt*) .Rtf^LttfStti (PTHrPfe^ftS 
firtcAMP±#»*Jj£tt, J*THrP«flFW*#^C>05CaJftU3 

Wi-*t hPTHi-p^spf-rsa^^ t h^ey y p — tv^St 

[0 0 2 7 ] gptp, *«WOTia^t*5f9<©*W"C* 

(1) t hBWJRJIft^'^^Hji^^^*^^^ 

(2) TIE (a) 75^ 
(c) (7>v^^d^E«OttK**+5ri:S:49«4:-t- 

00— S15 : 

( a ) 9J¥ W&*<'^> Mil * ^ ■* 5 *MSrt 

t(0c AMP©±#l-#tT»(W»^fflt5 ; 



( b ) BW*tl»^- ; ^>'M5S v > * 5 

( c) mww;!fo**''*>'Wiit twskfcw-niktp* 

(3) Rt h^e / y -i-jitK&tiK TIE (a) £fc 
11 (b) <^VN-rn*^r S y»KI?'J 5 tr hSWtt 

(a ) AVSEHQLLHDKGKSIQDLRRRFFLHHLIAEIHTA ; *^fi 
(b ) AVSEHQLLHDKGKS [QDLRRRFFLHHl.l AEI HTAE IRAT Q 

9 7-*>ff^ I g G2'Cfco:i^«^t^)MfE (1) 
75 S (3) ^V^n^'l-K*'/^ S^- / ^ n— -r/utfiifc 

(5) Rt h^-y ^ 7 H3— "^/utftf*35 s » t Mn(^Srj^5= 
t^Hg^^t^) h 7 > v-^- y ^ t hPfifLK^t- 

IE (1) Vj^ (4) ^i>ftLK:!a8c^th^y^o- 

(6) Kh7>-^vi-s' hn*?L»«ld s . 
> n y y t ■> ^t^Sli: ^r^® Hufd 

(5) IdiStt^h: h^-y y n— ^/u^Lf^^fcti-^cD— 

(7) Kth^y y p— ^'^Inffi: t hg^Mts^ 

*>Hj1^>-'^ t<^3B-&jSaC5E* (ka) 1.0X1 

oMi/M.sec)jaJz^l£fifi^fc«5 r. t §r#®^*r^ttjta 

(1) 75^ (6) ^•tn^EftWt 

(8) Ijtfc V^r ' y a— f *tKfcb t bB'JfP^Uft^^ 
^r>Biii^> 'v* i: oOfefi|)iJ* (kd) 75^ 1.0X1 
0- 3 (i/Sec)«TcoSScfieT*)S -t *r»fiSi:-r6fltrK 

(l) 7531 (6) <D\, >-ftiti-[z.H.Ht(D fc h^ey 7 a— f 

(9) JSEt h*/ ^ p— t-'HrL^t t hB»l¥ttl»^/^ 
*>Hii^> !:<oKBta (Kd) l.oxio 

HM)£XTcom&-CfoZ> Z k&ft&h-t&Mm (l) lb 
S (6) (D^fn^CEft^t 

(10) t«S-&i«**«C (ka) ^ N 1.0X10M1/M.S 
ec)W±<D«ffiT-*5-fc*1**J:-f-5fl(rE (7) (c:fS 

(11) ttWHtXA^ft (kd) 1.0X10-Ml/Se 
c)EJLT^ftttt?*>5 -t*»*i:t"4*u!a (8) icfSfjfc 
(7) h: h^ y ^ p— t/i'fit^/d^^-SPo 

(12) |«»Bt*ft (Kd) i.oxio-8(.M)WT^ 
*fl[-e*aLi:*»*!:-1-S«rE (9) l-Bt©th^ 
y y p-^/u^^^f-J-i^^— SB 0 

(13) f^SlEft (Kd) 1.0X10" 9 (M)«T^ 

»«tT*5 it Sr«r*i+6lrtlE (12) i-IE«c^ t h 
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(14) S*<BBt*& (Kd) I.0>-10- 1) (M)UT 
/i^-^ol^^rtoi!^ (13) i:Et^t 

X Hi' ( 1 M. Sec) J£A JhWjfttt-?fr * w £ *»« - 3 ^ 

(-) *fcnirriE (3) iitsa^t h*.' ^et 

> 10 «(i.*Sec)iaT^*W"^*3 5 It 5 KtE 

(2) ifclifflE (3) i:E«^t^/fo-t'Ha 

(17) s^K^ * n— t-'Utfltfri: t 

/L ^ : , i«a^>-'^ < Kd) 1 0X10 

-■^nyr^ttffi^A^ih^ftittt-^SSfjfffi (-) * 
^iiwrd (3) t:»E«^t b^ / ? a —r >i<mt*t-\iL 

(18) Ktt-fr3**5E* (ka) ^ * > 1.0X10M1/M.S 
ec^ii^ttW-Cfca - t %»1»-t5mi2 (15) \C 
Eft ! » th^t^ // n — +-.'U-fittf * Wo ( 1 
9) t*»*i«a*ft (kd) I OXlO'U/Sec)^ 
T fit ttT* 5 *»*fc^"£ME (16) KEtt<a 

KWBII^Sc (Kd) l. ox io «(WWT^Sfitifc5 
z h ^«r« t-r-ssfiE ( 1 7) ;-K«^t h*- / 

(2 1) KWBt^ft (Kd) *K 1.0X10^(M)U7TCO 
:i«r#»!:tSfiE (2 0) ME&^b 

(2 2) KKHE3l~{R (Kd) ^ 1.0X10" w (M)yT 
<r..KM[-c#>Sw l:*r»*i:i-*mrd (2 1) HE«^ k 

(2 3) k hS'l^R*^^ fflil*>' -'^' r ^-^ 

(24) imt&t*. t hf«fc^iS-±-t"*ffi^?5rfri"5 

Lt^ftlftir+^fWiS (2 3 ) ;iE*WW&, 
«25) K h ^ > * - ' * ^ t M#?L*WM ; * b 
: . ^ >• x ^ ■;/ * *v 7--^ 5:i *:»» > 1"* WE 

12 4) }LEft<rj*B3&, 

(2 6) K»Bfla^«- t Mu(^r^^-t--5tgtJrW-T6 
. * ^ : ^ - .., ? *\l t hP£?LI!)W~&3H'3 B&EJ&h 

i b Sr»f»r:i"5SilE (23) ;nE 



(2 6) ilEti^SHia: 

(2 8) t*4MS* J . :S»'#ft»f-FERM BP-».390-?WM 

a^S^t'J (2 

7) i^Em^ffllfe: 

^ - T — K -f o D X A ?r L < rJ:-?: ■■^♦IIR r ^ — 

N A ^HfflflSf^ i' n. 6 li-t » ^ 
KemmfiT ^ 5 : l: - 1 •!» WE (- 3) ii?rdfe 

(3 0) f rg'l^ft^^'^^'^i^^'^'^-^^ 
^(^-ffl-r^o-r. ISPSIFKS^FERM BP-6390-CSftS'J* 

gis, 

(31) tF gil^ttB^^ ^ - Mil * > ' : ^ * 
<Tj -gP^S^ r ff + -5 * / ^ o — ^/uK* * tt^<& 

TE (a) ififi (b) (^v^tLA-i-Ett^r^ /^SB 

(a) Sd9ij§^-4, Sd9'!«F^-6, id?iJ#^8. Sd^'J#^ 

1 0, EM*fl 4 ^ E^'iS^l fid 

A*b3ltftL-5'' N -t"^« l o^id^lS^-i-Ett^tieT ^ 

5iJ : (b) E?ijSf4. id?'J#§-6, E?»l#-S- 

8 , EWS* i 0 , Sd?'J#^ l 2 , gE?im^- 1 4 , Sd^J 
#*1 6. ia9IJ**l 8, Sd9liS^2 0&r>E?'l#*2 

2 o fciBtf *i ^> v ^-f *i A * 1 o<7?E?iJ**}rE 

Sc^n^ - ^^ /iftE^j^^r ^ '§£§^-21 7^Mii9#@ 

(3 2) t hS'l¥^:^^A^>^ii^> ' : ^"^^tt-t 

TE (a J .7!/S ( d) 7 SftBd 

(a) iaj'i*»2 4. EfiJ**2 6, E«*t^8, Sd 
«#»3 0, E«l»*3 2. E«**3 4. E9'1S»3 
6. Kfl»*3 8, ftrj:eW**4 2 7a»b^%«.^'P>iS 

; in *. t ^tn A - 1 o 7 :> Sd S ^ ; - E«t £ ?i 5 r =: .' S^Sd 
?ij^7;r $ /IftS^^o^MiiTSa^^- '»E?'J ; 

(b ) E9fJ#^4 0 ;zEtt$ri 5^ ^ ;KE?W^T ^ 

'^#-?-::o;^siL5#g 7>r ^ /RE^'J ; 

(c) E?l*f2 4, S^'J#^2 6, EW?2 8, S£ 




?lf§3 0, ld?>J#^3 2, gd*'j#^3 4, K^J#§*3 

^ij+cor * y ^S^o^siiTSg^r ^ y ^Sd^lf-^ 
(d) E^J#*4 0{^E*SiL5T^ ' g?gd*"iJ*<7>T ^ 

.'SMSM ; x y SHE?»l«:*prS 1 i: 

(3 3) Rt h^ey y +-/ufa{fccoa**r=i— K"T 
-5 VnSfetc, Dffii£.&t> J S«iODNA#, # ■ * V3-30, 
DNlRVJH6(wfi*-r5wtSr*M«i:^-5*rJB (D 7!/S 
fluid (2 2) (7>^-r;ft?W;ird*<£>fc h^y — -K'L'f/t 

(3 4) Kt h^ey y d — ^JaflwStfl*:^— K"t" 

5V(BK, Dfi«WJS«^)DNA^, *-*VH4. 16, 
DAl&O^JHGiC^^i-^ d i frWmh-fZfftW. (1) /!?^ 
(WE (2 2) (Dl^tL75*i-fa*feO fc h^ty ^n— -fvUfrC 

(3 5) StK./^ d— ^'W*a^««*:3'- K~t* 

*3fci-5^i:«r«r«ti-*#!ria (D 71§SlffiE (2 2) 
c7n^ a *La^E*t<£> t h^t-y ^ d— ^'i/ffiffc*fcfi-e<z> 

(3 6) KtKy; H-yUlu^cDfi^^n— Ki~ 
5Vm, DMWJ^DNA^ #*V3-30, 
DNl&07H6lc£3feU h-ty y o— f-/^^co 

— Ki"5 v^ifK&r>M ®Wdna^ n # *dp 
Ki5RWK3^S3fet"S §r«r*fc-f affJE (D Jb 
^fifJE (2 2) ^^fty4: a ^f^k: h^e/ 

(3 7) Rth*/; P-+'H7i{^lI^a" K-r 
5VS1 D««MJiRlt^DNA^ £-*VH4. 16, 
DAl&O'JHGtCiiSeU loRt 

K15R 07*3^**^4 r iS-#«fc-*-6*rlE (1) 73; 
MffllE (2 2) (D^-ttlii^KMiCOM h-^ey *n— - tvU 

(3 8) mm (i) t^aue (22) ^tcamm (3 

0) T^ittfE (3 7) 0)\^M)AZUW.<0 t h^e y ^ a 
(3 9) Stjfd (2) , Sfjfd (3) , SUE (15) 7!;^ 

3Ufd (2 2) **ittlfflE (3 0) 7S&WE (3 7) ^7)V^ 

(40) REiffl^^, B^ttJia^.'^^Ba*^^ 




(KHRfffl 2 0 0 0 8 0 1 0 0 ( P 2 0 0 0 - 8 0 I 0 0 A ) 

^teSt-fflv^tnirtSr^at+asffiE (39) cle 

*cOE*Mi*tt 0 

(4 1) «EIK*&/*ttri^ W^yuv-^^ifcffi^f&aftc 
fflir'»P>tb5wi:Sr»*i:-*-«5S(rJa (3 9) l?:E*WE3B 

(42) immmtfttofr* nrnm^mm^t^x-r^^ 
m^hn^^t^^mt-i'-hm^ (39) ^EttoEas 

(43) BsacfiAn^^ pafflsy i>^^*fctt«?»tt 

9) |.:E«(^gM«o 

(4 4) KE*»*S;*Wn fl-.^*tef>^«i»J*fctt 
£*M*i:i-5iWE (3 9) KEtt 

(4 5) JSEEHIiBrttt*', #»l«^ffffit-6ilSjBB/ia^ 

id (39) \zm&<nmmmm.&)o 
(4 6) jssa6»fiK«dN mm^<nm^m%*^^ 

l b^#fSIr-t-5StIffi (3 9) i:ial6wgSfim 

(47) KEiumfiScW^-, )S5stt^JS3f*«wteia-r5 

)£tt(OMlcifl ^ r i *r»»i: t4 WE (3 9) 

(48) KffiiRAs, S^/Uv-^AlfiL 
Je, ft«f R^SSSSt^ <b * 5 tiling S^-c-S) 5 
1 ir $r#i!Sir-1-5tilE (4 7) ^K*<OE2Efi/«4*o 

(4 9) KE*»rt4fti6'. ®«tt(OgMi:iglT 
v^.ft*Oifi*tcfflv^fcn5 -ir^^mti-^ftUfd (3 
9) (cE*^E*artt*o 

(5 0) ttE*»rtW*v »JB*yttt»rt^*5ft 
5«i»^^^fflV^fon-B.I>SrW«4:-r5lWE (3 
9) jcE«^EK»J««o 

(51) RElffiAM^, ^l^ffi (sepsis) ^/-^^ 

*f4i>JlEtE«3£«a¥ (sirs) lOif^MfflVN^Ho rtSr 
»«tt5«fE (3 8) l::E*tf>E*»j£*»o 
(5 2) KEIKiiartttA^ ^ifc^teS^fflv^fc 

ftzzt&ftmt-tzmd (39) ^E*fe^ESgm^: 

[0 0 2 8 ] 

^^^^ •^ , y ^, i' K N SO^'t" y h 

fci:j:IlliBi-^^TT ^ yK^SE+S^ftt-fflVMbtii 
-T-r ^ /§$5-Et*i-^o (Gly/G) y'y^>>, (Ala,/ 




A i , (Val-'V) (Leu/'L) < >■ 

: .He I) f -f - : , (Ser- S) ± V -\ (Th 
i * T> "» "t— :• . (Asp D) r^.---7^r^K. (Glu 
, K) " * S S*, (Asn N) r^-.fJp^ (f.lu 
g» i :\ (Lvs/K) ;) (Aig,'R) ^ * 

. (C>Sy"C) : rA---|-; , (Met. M) ^."t^: . 
(I'Iip F) ■7,x^t' T '""'^: , (Tvr Y) 11 , 

(Hp 'W) h "7* h ^ ^ , (His.-'H) 
(Pm 'P) -7' a m , 

[ 0 0 'J 9 ] I ' 0 " t hS'l^/K*^-*; Raif 

' . *' (Parathyroid hormone-related protein IPTH 
■related protein, PTHrP) : Parathyroid hormone-like 
protein (PTH-like protein. Pl"HLP)j hits L 
o V «ii % =6* L , * W * i - <*'J ^ - ± *5 £ft ffitt 

v:- (PTHrP) -?*>•*>:> t KPTHrPKri, 3ft£^ r >^ 

S / fiftid5i]*:ft-t-5PT»i-P(i-l39) , IrHWIS* 1 
^ 1 PjMkiot.t * / aMdWJ^Mi#H<r-ir 

(Ala) //.t:^-;y (His) i:|!»of^; ' 
f^fid^J^W-r 5PTHrP(l-14i) N .ftr>re]Kf'J**l S 
'SfiS^i /^173^t^ 'fiffid^ilSr tri-6PTHrP(i-i7 

itical Reviews in Biochemistry and Molecular Biolo 
gy, Vol.26, p. 377-395. 1991 ; Bone Science, l"fl-ff/. 
rit> ffflftittftO^tt-fc^WffiH^ (^2#) J , P 322, 

Bill. 34, 1995, JgJUSte" («fif) ) o 

[0030] H ft. r t KS'IS 3 **^*'^ 

> rail*- -SB j -»"i> S1fflEi-36ISS^* rt H 

^^I^tt^t HPTHrPOOgB^gd^K =fc 0 fttfctti- 
ijio /';I5 om&T S '»%S*:St5fc hPTHrP^gn 

^M-t^y. hPlHrP^gRT/K^IA-S^ = *?*L\ 

t: KPrHi«-*^^tt^W«^^*»^5^^i-£' 
B ^ ffcfl ( W t iJ P rHf^ ^ ^ Sr « «-f -5 PTH rP ( 1 - 34 ) £ 

S'ff h^a§L< Hr@iL -^+5 &Bffi (PTHrP ( 1-G) ^ 
PTHrP(25-34) iri-o/i^^tS^^gn^^i:') ^^r^L^t: 
SPTHi-P^gr/TrK^iT'fr 6: 

[003 1] a»^i:;-J:«t;i, PTH*f^fflSrt%m- 5 
■^p^ ^ e n SPTHiPd -34) dd^'iS^ 1 i-f£tt£n 

HrP(l-74) (ia^]SS'l^r^'**^l'ii74) ^=>P 
THrP(109-138) 1 ^ $ 1 ^^138) 




li^fjsj ^ C) 0 0 - 8 0 1 O 0 ( P 2 0 (I 0 - 8 0 1 0 0 A) 

iSa *r * (N Engl . J. Med., Vol.322, p. HOG, 1^ 
89) = S-V.l, PTHifM, ■\!g:j:-?aKfs**W j Sr'S»K Al 
a38-r'*H^ ;.PTHrP<.^3fe$n5 ^ r A- W O nf • ' (J 
Biol. Chem . Vol. 207. p 1S2J6, 1992) . ^^^i'^ 

: ^Sii^J - h ;:i 0 3«Rf£tMfiPTHrPi>S£ * 
?l >3 = * . PTHrP.O ^PTHfS fV fti "j ft ^ ^ nP.^c (> H 

iS f h ffl ; : M u- i" 5 i ^ t ^ ti 5 PTH rP « 7 r y 85 ) (Exp 
Physiol . Vol. 75. p. 605. 1990) , TGF3*l^ffl*T* 
to (,Oi ^^.t>*l*.PTHrP(l 36) (J. Clin Invest. , 
Vol.83, p 1057. 1989) . & PTHrP c/'oO gRf^fid ^'JT 

ostatin) h^riil 5PTHrP( 107-111) ft^ - ?SS«t «r a 
7^ f^^ i r. W *J l^ffl r^ft5i:% t ^ i i -5 fiS WcP T 

HrP(107-139) (Endocrinology, Vol 129, p 3424, 199 
1) t£t fc&rfbtl 5 , 
[ 0 0 3 2 ] * h \ * . 1 1 *5 it O r S'J ^ VZJfk'* ^"t- 

' r: h y tj — 'UMt^j ^(iM^.t ') 

HrP*^fi^<7>-SBi^RiettS:S"*-SK l ; . 

*»t hPTHrPK5»»RO*^— SB tS^Jn^ 

jft, ftf* L < ii l ^ig 1 om'<rj-7 $ / IS, »i:ff*Ls 
t.5^ -«^I^t5: ^ibi-, -J: 9 >^Hfft. >: 

[0 0 3 4 ] t:«Hqil4o;-f 5 ^ h PTHrP tt. iSe^^fft 
^ K ft « W Jf i >- ^ i N T ^ 6 5 ^ ^ /£ * 6 - * i:i -r 
•5. hPTHrPiOgniV/ftd^i;^ ait-re tfiSJEfiiffiW 

f- S PTH rP =r ^ - v : >" V <4? W ^ *r ^ - ig , r. t- j 
[0 0 3 5 ] 5 'tK/^-t:fi 

^'Bflig* ^ . ^ ;i " o — ^Cfi^r^i" 5 




( i) (22) oo) (37) col/ 

**i"5*1i<£> t y y p— +/uft^^f 6 si t # 
fcli^y f o-t.'U)7i^:»T;/8fi?ilt(^ iW fdtD J; 

}/iT5 /»Ott»tti»K <X5^ KM. fl-flD) 

Sri- 5 w i K <t 9 «Af 6 'Ztfr-VZZo :©*SB?'J 
<&«5#ftWfe3Ett, gSE*Q^MffiWJ4WaE»«Aife (Site s 
pecifie mutagenesis) ^ffll/^Sfel-i: ^ iAt§ I 
iJ&5-C#5 (Proc. Natl. Acsd. Sci. USA, Vol. 81, p. 
5662-5666, 1984) 0 

[0 0 3 6 ] r t ^ o— ^-/vtafSj i: 

ti. U/^7^>«t-5I8 (H8K) 0"5I«« 

13c (Variable region) i^Hg^^^^t (Constant 
Region) 3fet>*{-«« <L«0 <T> "i^Wtteftt* L «<7>^«T 
^«^a(>^T0Oni«^^ h^^/ ^o^y K 

tiSfi^ftsfcts t h^r ^ y ^p^y v-efc6 0 l 

^Hfl^t h^/^P-t^W-tt, IgG (IgGl. Ig 
G2, IgG3, IgG4) , IgM, I gA (IgAl, IgA2) N I 

gDfe-s^fii g E^co^-rn^oY Ay ^'n/y 

Sixty <t yp^y'&fc-rz^/ y p — ^-'wfitfrSrfc-a 
■&-r*a «f*u<tt, igGifcttigMtfci 

IgG4T\fc£ 0 

[0 0 3 7 ] .*:*9!<7)t h^y y P— ^-'Ugtfttt, W.-t 
[ }\ Tf e ± 5 * Kit * £ K J; o r ttit-T 5 - # -r * 

*'i^>B«i*>/<* »*(*\ 

t*£i«»£/c»^3y^*S« (Wlfctf, KLH(keyhole 
limpet hemocyanin)^) £tfOj££^£, M^lSt 
t^D/fy f>7va/v h (Freund' s Adjuvant) t i 

(4f* L < tit h*7L^ig± h7^i ^zn^-e^;*) 




(12t#B8 2 0 0 0 - 8 0 1 0 0 ( P 2 0 0 0 - 8 0 1 0 0 A) 

>fyy K— rSr * p — MfcU ^StftW^ftS^-ffl^* 

[0 0 3 8] S^«cA{^t-irFffiOJ:5t-U"t:S8iS"*" 

«Hft^.'^>Blljfi^>-^ (?c<*f*\ «^ ^fjfeW, 
«»llffi^ai') >JL< tt^<z>— SB. i^rifAJS^ 

fcJ£&&MtoZtcti><D& y MtetoK (ffll.ttf. KLH(key 
hole limpet hemocyani n) i ) t <7)£g^ft ( n > : ^ 

y-h) M^i:r7DYyb^ya/ : y h (Fr 

eund's Adjuvant) i: > t>^> f^^"t"^ ct -5ftt hffiffc 
i^y^t h p«?L«j^ (H * L < rJ: t h tfC<fcPl£ h 

^S^-b^J l 7^7^ l 4 a St- l 7!;^ 1 O0M^fTo 
"C. *»*3ffiJ:9tt 1 7!; ^5 B«^*ffi*f^StL*i«»l 

[0 0 3 9] ^/;^-t^W?:OTt'5-''y7"y K 
(Nature, Vol.256, p. 495-497, 1975) SffW^ili: 

[0 0 4 0] «i^d^bia5 ^^p-^^B^^ L 
Tti, ffl|&li-V!>;**SS ^ ^n— ^^flaP3/X63-AG8. 653 

(ATCC No.: CRL 1580) , P3/NS1/ 1 -Ag4- 1 (NS- 
1) N P3/X63-Ag8. Ul (F 5 3U1) N SP2/0-Agl4 (Sp2/ 
O s Sp2) s NS0 X PAI, F0fcSV^BW5147, =7 y h 

in— ^210RCY3-Ag. 2. 3. s t hfi*;iD-vU-2 
66ARU GM1500-6TG-A1-2, UC729-6, CEM-AGR, DIRllfc 

5v^^■icEM-Tl5/^^:'S^ttffl^-5r. fc*s-e#5o ^/ 

-i>y*«, .^-Y^y Wxfi-^^n^^ 

Sr. MitfRIA^EL I S AHt<7>»*ft3ffifflJ^fe{-J: 

[0 0 4 l ] '-f^y K— -^^^fe^^y :^ p— +-/H7i(t: 
(Djttittt, / W y y K — ^ Sr^f > tr' h p L Tt&H 



(13*^2 .10 0 - 8 0 1 0 0 (P 2 0 0 0 - 8 ■» 1 0 OA) 



$ . 

Vo 0 4 2] fe*. " K-^^b - ' - 

c: -l r,v {£ >r ^ — N 'S ^ t- r *' : " J — L . r- 

-y if , t v •; - * ^ ft " 7 47 ^ L ■ ^ ^ ' r ^ - ~ K : : x ~ 

... n-^'Ufai^r^i;;i^i1=-r 5 ~ r fe^ItS^* S (H 
1997*^4 P.^. «7 8H7Il58 4l) : 

.. ^ i j ] — ^ ^ y ;, t F p "Tfc&^ti" 5 *§'a «-»t . ^il 
-f 5 *0 us ft ^ »1* . 3*S* W*E B W ft « *fr * ^ * * ^ * 

*.fctti-&;bit-c. '•■r:/ 1 ' K-- *Wftr><* 

[0 0 4 3 ] S^ltUt L-Tit, Haa't&JtS, MC 

DBl53t§fl£* o V »r±(ftl; 'Vi ^ME M#*S 
> tgitt ft 0*1*3)1 04 »Jt£. MEMtgife. D-MEMt&tfc, R 
PMll640«ft!!fc5VMiRD»lfi^«^ A 
SF104»«6 <SM*> . EX-CELL620»ifi **l>'5iH 
YBRIDOMA- SFMJ8-M& <i$t$> W d' * ^ k *U SSS*««£ 

*E J># * ±f**> -5 i • JifiS * Sr . «Sfu«*T > * = * ^ 
B -< i-> D ^ b _7 -< ~~ (DEAE^ltD 

[0 0 4 4 ] *«aq;i*iit* ' '/o-^fit^- 

gr/j/^jt^L. Rt^i-i"tF(ab')j , Fab\ Fab . Fv 
(variable fragment of antibody) . s F v, d s F 
v (disulphide stabilisedFv) AS^BdAb (singl 
domain antibody) ^^ifoilo (^^ * ' ^ ' * 



f"7t a — 1 



V (Exp. 



up hi Fher Patents), *C>#, * 5 S44L-456 
W. 1996¥-) : 

[on 4 5] l-t, F(ab') 2 . 5:^ r Fcib' j irii. 

» ^ -r ^ ^ >;>-f/ ;l ^ ^ ?^^lt5:^ 

v v ; h*rS^i"*-= ^^-'f I gG^- ;/ '^ 



> F -v & * Fab* b i < 5 : * - I g O ^r^r 7 ' : : T'W 
k v sa*^^ - ^^HfiSBfli'-ffflE'*" s - " :_7 
^ h ¥5 itoT^rt?]^ 5 n -r SUK 2 oo'^Fab" A-*-: : ' : « 
o/f o f- 1 r* £ o ^k^v ^ " " : s ^ 
M.iS'*- i ^ a ; * - * * v '- v (ab " } 

2 > i • b .. 

[U 0 4 6] (ka) . 

.5. (Kd) , trt, r«f*i««^« (k 

d) j rjg^jSfjESia (ka) , 

for> taffi i r *t 1" -5 SR f n ft t^St® (O * fa /Si* <r « t* 

tAS-r^ 6^. m^^S'J^E^s/ h-C&oBiacor 

F^i"t*^b^ k at. k djKftr/KdttrJ:* 

^. l/M.Sec, l/Secftt/M (^t'U) *5 #fiS:^ "CR ^ 

[ 0 0 4 7 ] *KBfl(7j tb*.' T 
E (1) Tj^ (3) Uf^iM^^ikall NftS 

•5 -> 

Ttfe (ka) d'.. 1 0yiOMl/M.Sec)W±^ftffl. 
L\ill OxiOMl ll.Sec)y.Ji^»«[-C*>6t hi'W: 
|« /u > M if * >■ -^^fr.n^ vO - sn ; - 5 Ctt r "t" 

^ ft (kd) l.OviO Ml 'SeclWT, &f * L ■! ttl. 

( 3 ) h: Fi'J^ ^ '--^ : - W « ^ - ' ; — 7j 

(Kd) 1 OX 10 : (M) ,i.T, L "s Jil.O « 10 

-3( M )ij,F, ^ L--; S-JLl 0<10- 9 (M)>JT. 5o.~- 

» * L ■ : 1 ■ 0 1 0"» (M) ; ; T »*".^5th I'] ¥ ^ 




II £ * /v * > • m ii : * > • ' v * * tc n <Tj - e IH - R ^ *r * i- 

t h ^ / ^ P — JvU-filtfco 

[0 0 4 8] ±9 J^faf-tt, M.-ttf , k a ffi(l/M. Se 
cHioi^-m, ^1.0xio 4 J^l:(7)h: h^ey :^D-+/ujn 
ftfrmfhti, $ P> ( - ft ^tt ( c tt#*J 1 • 9 x l o 4 75 ^jft 1 . 5 
x 105(0 t h^/ * a— ^'WnfiM^tf &*l5o k d ffi 
(I/Sec) [co^T^ t #*J9. SXIO-^T^ t: h^/ ^' p — 
^/utrCffcrt^f b^. * fct-ftteWKttfaO. Ox ict 6 ^ 
3l^9.5X10- 5 (75t: h^r/ ? P~+'bft{£jd3^|f feft 

l xi(r lo r/^8.4xio- lo ^h: h^ey *p — ^etfto^ 
fffettSo ft**, k dRtfKd(Z)«.*(/)4t 

tt, H3e#0»*«=^»ff L-C*'><OJJEfttt»*ISffl t 

i*-t-*o ftl*Mtctt, M,tll Tffi (l) 75 -g (3) <7) 
(l) hPTHrP, *<Z)— glS^fdttl^PTHrp^^.-ra^ 

(2 ) -eco J: 5 ^L-C»&tb^fit<*:S*B»JiaSrP*?L» 

'-r x*y k— ^ (iB&jwfla) a 

(3) ^ p— -^'HnffS^BjNll«a*fctt^:y ^p 

p — ^u6tffSr=i— Ki"5*e^ Ki-5» 

vj^^ate^feiltflb^^^/ *p— rh'HS 
::t\ flfrfE (3) ^E*<o^-y p — t >}s&ifcm3iM 

'gmmmm (ae^te* *.*«&) a, ip*>, dug (d 
^BiMfcfj (2) <d.'^7v v—^^m^^^y 
y p -^i4aflwafs^*a**_tt sri-ttate^a* 

[0 0 4 9 ] *iP?ot h^- y * p— ^ftfctfMftBH- 

(Nature Genetics, Vol.7, p. 13-21, 199 
4 ; Nature Genetics, Vol. 15, p. 146-156, 1997 ; #^^P 
4-504365-^* ; W*¥7-5 09 137 ; HglM^v 
X, 6^^ 1 9 9 5 ^ ; SPgHhlf 

^|WO 94/25585 -^-£$8 ; Nature, Vol. 368, 
p 856-859, 1994 ; MM?6 - 5 0 0 2 3 3 ^« 




(141#M 2 0 0 0 - 8 0 lOn (P 2 0 0 0 - 8 0 1 0 0A) 

ftf) o f«jtfiTsa^»xa^c>>S5^ffi* 
[0050] ( i ) -r ^ x r*nttt-r a y y* * ^ y 

Sfc-rMc04 -ft\ t i-ffi*tBH«**Lt£J; l!)*»lWf4 
to - t i-J: 9 1^^^/ -^rtfttt^ ^y ^p^ !J >'SI«iS 

( 2 ) r> x rtfttt-f a y y p y y ^iswite^ ffi<o 7 > 
9 K-v ^ x fttiw ^ 7 / p ^ y yiiaife^ t 

(3) ^AX^fefetf (Yeast artificial chromosome, 

yac) mz-ixm*tiz>£ 5&uizm{z : f L &mttt 

(4) YAc^^ft* j: ^^e^ae^srsiiftpKfe 

tL-A' h *7 > ^ > ; y y ^ .x XfS 3 

(5) WE (i) (4) coy ^ * h^ r >.x&r> 

ft{c^gt4<t:$n, lot hM^DyuvSigfrf 

x ^ .^^ y * ^f^M-r^ is. 
[oosi] fluEy j/^r ^ h-^r>^tt % rt&tt 
-f Ay : /p^y ^afi^ffiOiga<cfH*Sr^*tt^—^ 

tf, ^' vf^ 7* • ^^f ^ y • 1 1/.? y a >' (Positive 
Negative Selection; PNS) t ^rfe^rffl 
r.brt*T-£6 (0it^^, 5^^-, p. 52-62, 199 

4) 0 a/ ^nyy ^-awae^ffi^aiffiw^stt^ 

[0 0 5 2] h7^vx=.y^!?^tt, h X > X 



(15**M 2 0 0 0 - 8 0 1 0 (1 (P 2 0 0 0 - 8 0 1 '» .» A) 



5tu, 9B7», W3 6 l - W4 o 8H, l 9 o ¥ 

iE*-^*^*^ <blast.:>st) ilsfeSH - 
SHPRrfctl it***:* -ST-l- ■ f ^ ? - 

v - 7x?-tae rr.^i E s*Bte 

(embryonic stem cell) ?r, IS £ h <^ .' u "/ < - 
*fc •Wat^i-HPRTiftS^^AS^fcYAC-^ ^ 

L _ h xt\ fi E SJfflJS^HAT-t: l- " > a > t l) »^ 
to 5 *^-C t »WLfcES»lia*:. 5SU--05E r *' " 7 ^' 
L{[iilLf:Sff5P (M58M&') - W * u 1' - * * a 
: iProc. Natl Acad Sci USA, Vol 77, Nu. K?, 

pp. 7380-7384. 1980 ; fcQWH^. 873, 191 . 

/: ?'^,^'.«n6 3 SS* * -v h 7^ *v ^ •:' 
-7, ^ x - v -*-r#;*£rfIJ5 : (heterogeneic) 

^ ^-'/U^feHlJ^tto-C, (homogeneic) h ^ > * 

n ■:> ? <r <y * h t\ 5 : 
[0 0 5 3 ] **^i-*5;l-5 rsiRjfintftj 

Ui ^^icf^sii^^m^. sn^, ^ 

ffl/*i**h flHWH. mmL ?Lm 

«, »6*L *fe*i. tf«fe«. ttWW. 

ifirtWiU «#K »«. ^ffl' w 

Sij, .^^ir/uSiK hn-f^ 1 !. ^y*v'^#h XSrSS'K 
?L2'I & -5 ^ it > n s> ^'i * ^ * 0 8 n 6 ^ H ^ 

fx ^ *ttf#5fitt:*K0. 1 /i gtafS/Blffift-lOagPt^-'Bl 
tetter** l:45i 5 1 - ;i * 19 

Rjg-t- * l J: # -r * a , ^ ^ ± 5 < - l -c nm s n fc ft « 

1 kgfrS^fc n k 1 u g-100mg^t']^t\ * L 
•' ;150ug~50nig^#]rr-T. L0*fc» lS-ftlslS* 

s^-^w, ftrt*#t, R^rttiEfrt, ttBrtaw, hi^s 
[0055] .^jsw^^.' -r=-t-r-et**fciis*«a 



fc i:i ^ # fc ii T-K — I ffl ^ : «i T $ Ti f> 
^S*fc.i^:b L-r;t, s>j^^^ '^: - 
^ S \f * ^ • ; ^ ^ ' * - " ° - s :7 ' ; ^ a " J ; z ® ^ ^ ^ 

'(iu^-i-- ^^m^^r) , mmm « 
ftiwe. BftMaia, (ifeJiMsa, itmmm. waffw 

(sepsis) , *#tt*ffi£Sl5Uii« (SIRS) . &r/(£" 
>-ifiiff. (fl£!J >rfaft< 5«. fi:y>ifat4^^i>Dttffi 
t4<5«^^) *^'.*rf?>a*, *fc- 

[0 0 5 6 ] *fc % *!K?^<75 1 bPTHrP^SC"-t4^r : fi"i" 

HZWftiJt^ « S-t" 5K^7 * ^7t>»« ( ^ ' 7 * ^ 

IttK, f/UKP>8tt. " rL > Ko>»*6 % BM21.095 
5, YM-175, CGP42446^1r') ifcri-r ^ *fnW Wffl L 

[0 0 5 7] *fc, .*:«HR^^: / ^C-+'H7i<**fcii 

EJISfleEW ^ feS * fc H ^ n • " * 
t » fc y t ^ ftW-f -5 w > ^-r-* 4: 

fetiilijftt SWJa^it 4S C a *-S-£Lfc«48-^* 
A»fe**iifc*r^'/>BIW#*:, PTHrP> faPTHrP- / : y 

c a oi^* > > ^- > ^ > ^ ^ >- ^ --r .« 't^ 5 
[0 0 5 8 ] 0 S^.v;^^il2i:!ftt 5 

f&«>**ii, BE«B>ra«-0^*. SO o , PTHrPrl^t h 
ttai^ffi-ia^^WLfc^— K^"> ^ilftPTUrP-^ ' ? c — 
en ^ ^ > " 7 ^ ' ' * * - ;f J m ^ 



- 80 1 0 0 (P2000-8 0 100A) 



O 1 t l-ct 9 ttW-C* 6 (J Bone and Min. Res., Vo 
1.8, p. 849-860, 1993) Q fgf£HiJ*i-# 9 

»Wfl&MDA-MB-231 * tt»fe«»)ISA375 *r*0|«a>fe'0*{- 
Jft ^ ( * fc fi^fifi) ^f;^- K-7 £ ^ {cfitPTHrP^r / 

±ot«Bt5 riW ^ n i: *-C# 

5 (J. Clin Invest., Vol.98, p. 1544-1549, 1996 ; C 
ancer Res., Vol.52, p 5395-5399,1992 ; J. Bone Min. 

Res , Vol.8, Suppl. 1, No. 92, 1993) Q 

[0 0 5 9] *co#«5»^»i-.5/&*»*tt, WE8E« 

J5 (J. Clin. Invest., Vol.98, p 1544 1549, 199 
6) o RQfiS V f?^^ (Rheumatoid Arthritis) Rt>^ff:> 
I4fif|gp*£ (Osteoarthritis) iC^-f- 5 f&St%*tt. 8E« 

— j , 1-2, p. 153-193, 1993 N ffJNflfJS) o 
[0 0 6 0] BfclhJfc (sepsis) *fctt£#ttift!MJE#*£ 
(SIRS) fcL»-t-Sf&*»*tt. ClPTHrP^/^n- 

5 HWt5 r. k ri>-C# -5 (HBg4*l¥aiJR^MW096/39l84 

^ L s A L/c * ~ — Srii L L fctfttt 

fflW098/13388^H**R) 0 
[0 0 6 1 ] 

[0 0 6 2] *t£#l 1 t h etft** h 7 > * V 3/ 

G2/ic-C*>5t hftffi^^^y >-Sr«4+4t 
£ h 7>^^x^y^-7^^^)Hl^ (Nature Genet 
ics, Vol.7, p. 13-21, 1994 ; Nature Genetics, Vol.1 
5, p 146-156, 1997 ; ^¥4-504365*4** ; »*5P7- 
509137*4** ; 0lt^^>'^> 6^*, 140-15 
OH, 1 9 9 5*; BRSttJR^BWO 9 4/2 5 5 8 5 
*■&« ; Nature, Vol 368, p. 856-859, 1994 ; &.X*&0i 
¥6-5 0 0 2 3 3 □ ht/tffcj^ h 



[0 0 6 3] ^Sfeffl 2 k hPTHrPSB^-<7^ K^HK 
<2-l> k hPTHrP(l-34)-KLH(OHK 
k hPTHrP^N*4ai-34<^jSa?'l (PTHrP (1-34), 

l <DT $ y g£#* l Jbm 3 4 , -<7°^- (») ) 

^ s n> v'^y— v 3 >«WfiS (5ml (0. lMtOMES, 0. 9M 
(TjNaCl, pH4.7) i-3. 2mg b <C 6 £ 9 KWR) tKLH 
(keyhole limpet hemocyamru 20mg/2ml H*0 % k^ — ^ 
(PIERCE) tfc») Sr^foL, EDC ( 1-Ethy 1 -3- (3 -dime t 
hylaminopropyDcarbodi lmide. 35mg) ^r^O^,, 

«»L>5c?5iC>3B*mRtt^-t!:^, R/SlSiftS:* 
«ffi-C 3[HJSW (300ml -C 3 ^IH, 600ml "CIS B#F^] , 500m 
1-C2NFIB]) L, y >'«&*a»ffi-C**L, PTHrP ( 1 -34) -K 
LH^yy^y-h (2.7mg/ x ml) SrHRLfc, ftbtlft? 
THiP(l-34)--KLHfeS^38*SW*-5li' < 5 ^ hfittS^*^ 

^^co^g^^i-^tt 51u® (*ft®) tLTfflV^fc, 
[0 0 6 4 ] <2-2> t hPTHrP(l-39)-Cys-KLH<D3SSi 

k hPTHrP<7)l-39^eyiJ (PTHrP(l-39) , B?l*fl^ 

9) wc»y^f^>ytt^ 

itfcid?>IPTHrP(l-39)-Cys (5rag, -^^^ KW?*fi^T 
(») ) y (ImO *-?§7l>-U ^l/«^ i 

KStt^KLH (lOmg/ml, PIERCEttR) SrADX, S?fi"C3. 

sNprastcs^^o s^MSr v >i»a»f«-ea«f l. p 

THrP(l-39)-Cys-KLH=z^ > ' sr ¥— b (1.65mg/ml) *riB 
K Lflo f» fo^fcPTHrPC L-39)-Cys-KUlSr1ftiE^Xllltffll 

(*«/fl) t LTfflV>/'. J 

[0 0 6 5] H£»f*| 3 k hPTIlrP^.*ti-5 

^ (»JI») »naX'^> Kr/> * (JM:K.S^t>IWfc. 
^±tt«fT, 1 9 9 2¥) 

ff N I99i¥) W*ita<RS*i«J:5*-«W*»-tt 
ot««Uo ftftfiRt L'C(7>k KPTHrPtt, »I2 
fli L fcPTHrP(l-34) -KLH* fcttPTHrP(l-39) -Cys-KLH 

IgG2./fc k hjfeffi^n^y > ^litot hfiifr^^b 

[0 0 6 6] k hta**5= h7>^vj-y^^!?^ 
(3 Offi) <D#^tC, PTHrP (1 -34) -KLH (50^ g/E) 
zc'.£:7 cr-f' > h7v ; a^> h (Complete Freund' s 
Adjuvant) t t fcK 7 ;/ K-'"* C Krtffi*t"T5 ^ t i-^ 0 
WEI (OR) MLt MElftffA*^ l ilBBSt-lRltalS 

Y/\ y Krta*tl-J:0 4@a-b-iifln*arL, Sfe^WT 

0flfj^PTHrP(l-34) (50 /i g/E) ^r^itatftgL 




£ -7 **? * * m t: — 'XG3-AG8. 653 (ATCC No. : CRLI58 

— ,-u4000 £ ^ y m ^ U ^ 'J =2-/1-1500 (Boehi i 
n«er .Mannhei«ttSi) *:fflKifiB^^'5: Iri'-i 

,-;r0M.:i> 10%CO^ v-feKMVf? (Fetal Calf Serum. F 
CS) /^7-!I >^^^"T5HAT^WEX-CELL6 

20-HSFttrtfe (JRH BiosciencetrSD ^ "C'i##"t" 5 - t i - 
^^ifofr 3 fat hPTHrPt S * / ^ n — t" /Wfa^^rM 

-^'UBt^^WflScfi-ttH, glt-5EL I SAi:i»)ffl 

[0 0 6 7 ] ^IW4 tK7 * n--*vUtn:f*S£^ 

^ Fi^^-<^4S^^ELISAicJ:0, t hfta^d^!' 
>3t» (hlgH) &t>'t F * d/'J >$£gU£fi"U 




(171#!W 2 0 0 0 - 8 0 10 0 ( P 2 0 0 o - 8 0 1 0 0 A) 

n — > &mr>"t : 1 A 1 2 , 12A7 X 1B3 IB 
4, 4B4, 5B12, 1CL, 1C1L 5C5, 1D2, 2D10, 15D9. 5E 
6, 16EI2, 2F8, 11F1L L3F7, 107, 2G4, 3G4, 4G4, 16 
G5, £T>'loH7 = I^7:\ : * c — i'16G5ii, HflffilSlfeWi- 
*5^-rPrHrP(l-39)-Cys-KLH*r#fea-t"S - ^ «' £ <# ^ 

iJ-y:' =i> ■/ 'N-f y w K-* ^ ^ n — >r=t, 

c -^Lfc s LDS&mDiifi, ^^coelisa;^ 

*5l^-rStfi8> fT^V^^^.^fat hPTHrP^e/:^a — 
■t-^fal^*>5r ID5ttt hPTHrP(l-34) tr»»6«J>t^ 
r>** / £ P-^'UfitW-Cj-fcO > IDlUit hPTHrP(37-6 

n. Chera. , Vol 37, No. 10, p 1781, 1991 ; J. Immunol. 
Methods, Vol.146, p. 33-42. 1992 ; Clin. Chem. , Vo 
1.37, No. 5, p. 678, 1991 ; J Immunol. Methods, Vol. 
127, p 109, 1990) s ID5&LK1D11> kl-, f&xfriOELISA 
^fcV»THH4"?*So *^«*cOPTHrP«#«)»IBJiartcAM 

[0 0 6 8 ] 




(18SI2 0 0 0 - 8 0 1 0 0 (P2000-80 100A) 



&l1 





ft* ELBA K <fc ^>SiJS*S* 






N-Bio-PTHrP(l-34) 


C-Bio-PTHrP(l-39)-Cys 

ciltiRStt 

clause) 


! IDS (lOOng/ml) \ 


448—2371 


0.04—0.05 


389—1730 


700—1640 




1508 


4.00 


1707 


1712 


IzA/- J 


1638 


3.68 


1485 


1870 


1 2A7-8 


1253 


3.89 


1002 


1391 


1 2A /-y 


1360 


3.83 


1133 


1423 


1 HI 1 


1218 


3.71 


1133 


1483 


1B3-6 


1176 


3.96 


1186 


1411 


1B3-9 


1223 


3.68 


! 1135 


1385 


i r>/i n 
IB4-7 


1189 


^ 3.86 


1147 


1546 


I154-1U 


1155 


3.81 


1155 


1462 


l IFl 1 


1078 


3.14. 






1C1 


1162 


3.62 


1267 


1340 


2D10 


1192 


3.94 


1271 


1331 


15D9 


1124 


3.46 


1184 


1353 


3G4 


1122 


4.11 


1279 


| 1357 


2F8 


1162, 1135 


3.81, 3.91 


1282, 1316 


1371, 1457 


4B4 


1133 


4.09 


1256 


1438 


15H7 


1133 


4.00 


1375 


1450 


1D2 


1138 


3.87 


1366 


1480 


1C1I-6 


1081 


3.20 


1286 


1452 



[0 0 6 9] 



[*2] 



(19*7^ 2 0 



0 0 - 8 0 1 0 0 (P 2 «>() 0 - 8 0 1 0 0 A) 



%t 2 















N-Bio-PTHrP(l-34) 


C-BicnPTHfP(l-39>-Cys 

<«*»*) 


IL)5 (lUOng/nu; 




0.04—0.05 


389- 1 730 


700-^ "640 


v^I 1 - 1 Ji. 


1118 


3.38 


1 275 


1461 




1391 


3.75 


1761 


1750 




2348 


3.14 


1996 


2135 


15D9-13 


1640 ! 


3.83 


1 640 


1704 "| 


15D9-9 


1454 


3.81 


15 18 


1644 


15D9-2 


1634 


3.48 


1521 


1633 


2G4 ! 


1760 


3.89 


1550 


, 1629 


5B12 


1748 


3.92 


1 

1 3 / O 


1689 ! 


16E12 


17S3 


3.94 


1 All 


f 1645 


4G4-14 


1667 


4.00 


1630 


1734 


1A12 


1405 


4.00 


1559 


1688 


1G7 


T 1394 


4.00 


1355 


1595 


16E12-5 


1424 


4.00 


1515 


1604 


3G4-9 


1472 


4.00 


1585 


T 1342 


16E12-11 


1478 


4.00 


1619 


1712 


3G4-3 


1427 


4.00 


1554 


1666 


304-7 


1501 


i 4.00 


^ 3738 


1795 


1G7-1 


1231 


4.20 


1298 


1498 


16EI2-6 


971 


4.00 


1252 


1340 


1G7-16 


960 


4.00 


1139 


1314 



[0 0 7 0 ] *:fLbCOft(D lOtrW^'J K— -^a — 
>"lB3-9-16S\ spfiKl 0¥6fl 1 6 0f^-CiiffiS«*X 
*RWIRfeifcX*X*ft*W«m(-SW*tfiU/!: (ISM 
1ff£#^FERM BP-6390) 0 

[0 0 7 1 ] <4-l> t hftS/o^J 

t hPTHrP(l-34) ir^Vl/^ ^ >' (OVA. v'^ttffi) fc 
^feftS^ -v : n.y- h (t h PTHrP< 1-34) -OVA ; 25-5 
O^g/ml. 50u 1/^^/1') ELlSAffl965tW^n^U 
-h (SUMILONttftl) (7:»*^ai/l,il»D-t, *ffi"C2B*M 
hPTHrP(l-34)-0VASr-^>f u ^ 
U— hJ-K*S^fc a <fcV -\ ±W*r»T, 0. 05%Tween 
20^#y^»tt«« (PBS-T)-?3ElifeHM». ft^/H- 
; ,^-v : /K3g (100 ^ U 0.5^v'ifST^7' ^> 
(USA) *ra Wi"5PBS-T) *r*ja ilmti. 5B*M Y > * 
- x .<— y f.pTHrP(l-34)-OVA^*g-&LTV>^V 'SR 

ffrS^n •;/ * ^fi, ^^.'L*:. PBS-T-T* 3 @#c^ L 
fi- *^x/^t hPTHrP( 1-34) -OVA 

[0 0 7 2 ] VCO^-f >0 K — -^>*§* 



PBS-Tt?3lH ac»Ufco #C^-C, 
(Biotin) hlgG(Fc)^* (EY Labo 

ratoriesttS) SrPBS-TtfL, OOOffiPK *« L**« (50 // 

iz^/v) fi-'Vi/vtcto*.. ^?fi.T lP^HH 

^_ h L7 ^ a 7f^7H--F^ PBS-TT- 3 EScr^ 
f£ N 2iM^MgCl 2 S:^t?PBS-TT10,OOOfSi-*fRU^:^ H 
U7*hTtfv'> - 0 -If?? h">^' (Streptoavidi 
n-0-galactosidase % Gibco BRLfrK) 

Sr#«?ji/u KJJQ.*.* liST""? l - »#WH >^-<- h L 

i -■ a 

[ 0 0 7 3 ] ^71-^, PBS-T-C 4 [h1#c# 

Qe, SSiiif? (l00mMtf>SaCl, lnM<Z>MgCl 2 , lOmMO U 
(Na&^K^S ^f) , BSAdrag/raD) (pH7. 

. 0 —D—jjyS? h v' K (4 Methyl-umbel 1 if eryl - 3 ~D 
-galactoside, 100^1/'^^^, SigmattK) *r&^^. 

i^;-. 2M^Na : C0 3 (21. 2g.'200ml, 50 /i U'' ^ ^ ) *r 
tiDX., S^^±^"'. ^fi:460nra (S&S : 355nm) "7 ^ ^ 



0) 




(Labsystems/*0#tt*[) "C»7ELfc 0 »fiHiO 
6tt hPTHrP^ey * -JvW/tt*: i: L'C, t h PTHrP (1-3 
4) l^gft/r^^*/ ^-^ffiftlDS (IOOng 
/ml) (Clin. Chem. , Vol.37, No. 10, p. 1781, 1991; 
J Immunol. Methods, Vol. 146, p. 33-42, 1992 ; Clin. 

Chem., Vol.37, No. 5, p. 678, 1991 ; J. Immunol. Met 
hods, Vol.127, p. 109, 1990) *rffl^fc 0 Wft 

^■■Bt^*^IgG(H+ic)fitff (T / U • ^ — ^s/ 

[0 0 7 4 ] <4-2> thM^P7'y>g!^ (IgL 

it) frtts*/ ^vvtafr^ota 

t h PTHrP (1-34) tt/N'^^ (OVA, v'X^ttfi) t 
35*e,)tcS=z>'v'3. y— h (t h PTHrP ( 1 -34 ) -OVA ; 1.25 
H g/^yU) ELISAffl967\W ^ p^U— h (Nunc 
-Immuno Plate, # * n ^'No. fc439454) (D&V ^Jl-^lin 
^a-C2B#PrB -f^aX-FU PTHrP (1-34) 

>6£«SSj«: (PBS)-ca&»«, #^x^pj/^v^ 
3£ (200 0.5%ovASr^#-ta«ft»SS) SriD^^/a"C 
2P#Rfl-l' > ^-<— h U fc h PTHrP ( 1-34 >-0VAj&**£-g* 
L-TV^iV^ajfitSr^P b/', ^^A-^ 0.05%OT 
woen20Sr$*Tf S V >«»«« (PBS, 200// 1) "C 3 0 
ft^Ltf: 0 IWiJIuLT, *^rc/uSrt h PTHrP (1-3 
4)-0VA -v=z — T 4 % s?Ltt*T<{ ? ayu— h 

[0075] & ^ ^/Kc # * <^/N>r y y k— ^<o*#t 

_h/S (50/ii) Srinx., 2B#BHRi6S-ti:fe!S. # r >^^ 

<r. 0. 05%(DTween20^^W-r5 I» >SgtWK9t (200// 1) 

-C3 0 is^Lfc 0 ftv^-c, iais^ifx (p 

eroxidase) -C«Uct^ftt Mg/cW (1, 000«* 
50 /i l/^^U, PR0T0Sf±®L # * n ^No. 726) §r 
MTt'lWV^r^^-bt/c, -^^;^ny 
I- — 0. 05%Tween20?r^#"t-^ U VS?*S«SST' 3 @ 

Xftttffiift (ioomI/**^; *^>-g£/y 

>'Sfe*!Hfiiffi<pH5. 0, 50ml) , t/^7x^l/>'v7> y 
(O-Phenylenediamine, 0PD ; 20mg) N 30%i§®Hfc7k^t7K 
(15/il) ) ^^'WC^Dx., SaTt2 0^y 

[0 0 7 6 ] #Cl/^\ (50// 1) Sr*^^At-*P 

.t, Ki^$:lh^f' 0 j6J|490nm7?^)i3ft*«* 7.^^-13^ 
^ ^ > -^xf : ? d — U —5*— (Labsystems/^S^tt 
K) TWELrtio **5. JtfflB^Sfcfc hPTHrP^-/ n — 
+ /Ufift!:L-r, t h PTHrP (1-34) CtHfit^^^^ 
V^n-t/Vffi(tlD5 (lOOng/ml) (Clin. Chem., V 
c.1.37, No. 10, p. 1781, 1991 ; J. Immunol. Methods, V 
ol.l46, p. 33-42, 1992; Clin. Chem., Vol.37, No. 5, 
p. 678, 1991 ; J Immunol Methods, Vol.127, p 109, 
1990) SrfflWc 0 **tfiHOW»t-*3V^'rtt, 2frfiifct 




(20#M 2 0 0 0 - 80100 (P 2 0 0 0 - 8 O10OA) 

LXs -V^rfii^^^Ig^ felt* (Southern Biotechnology 
tt«) £fflW~ Q 
[0 0 7 7 ] <4~3> N-Bio- PTHrP SrfflV^ct hPTHiP 

y Vift«WS!ET*RL^^«it h IgG (Fc) l/Ctfc (2.4// 
g/mL 50// l/ r ^ oiA , Organon TeknikattM) ELISA 
fl!96?t-e>r ^ o "7° L — h (NuncttK) ^ ^.McAD 

sai-cawm -f^a-N-m ngc(F 

c)R(^^ ;/ P7'u- M-®* £itfc 0 #ci^T\ ±fff 

£r»T, 0.05%Tween20$Wy (PBS-T) 3 0 

S^x/n^pj/^y^l (200// 1, o. 5% r > 
v'iffir/iy^y (BSA) ?raW"r5PBS-T) S-^n^^ra 

[0 0 7 8 ] -S-^^/V^r, PBS-T (0. 05%(7)Tween20^"iT 

y >s*a«iffi. 200 t3@»it r^.j: 

9 H LT, KlgG(Fc)l7L«s: "C=i— 

(50// 1) $r^P^.s l/a7t'2^ffi5l5S^fc 
fx, ^-^^'U'lr, PBS-T-^3 0 ^^-Lfco 

(N.*) Jrftf > (Biotin) -rWflfeLfct hPT 
HrP(l 34) (J^i.T, N-Bio-PTHrP(l-34) fcW-f-S 
60 Peninsula Laboratories fitSS) ^Pj/^y^KI 
(lOOng/ml, 50/z 1/^^i/W) Sr, 8»l?3iyH^*0 

[0 0 7 9 ] Y y^ra^<— v 3 ^Of^, 
h^r, PBS-TT3|Hlj|tei*«, 2mMOMgCl 2 Sr*tP^n 
> /K»-Cl0.000ffc^tfRLfc;* h l/7'F7tyy - |3 
— iff?? h*>^ — "tf (Streptoavidin- )3 -galactosidas 
e, 5 0m1/'>^K Gibco BRLttSi) Sr* ^ ^ l-*D 
IflTt lNPBB>f > h L/Co ^^7V 
-h^r, PBS-T-t?3[Ui*}*-a, (lOOmMCONaC 
1, lmMc7)MgCl 2 , lOmMCO y >'K»WSS (Na^.t>*K^^ 
*) N BSA(lrag/ml)) (pH7. 0) Lfc5mg/inl<7} 4 - 

^f^-^y-<!l7i y A - /3 -D — ^ h v' K (4 
-Methyl-umbelliferyl- j3 -D-galactoside, 100// 1/^V 
SigmaftM) St#^jA^*PX-, 1SK'2 0» 
ra^T > ^^-<- h bfc 0 ^^x./KC, 2MONa 2 C0 3 (21.2 

g/200ml, 50/zl/^^/W Mx.^ R/^?rih^f' 0 $g 
460nm (j©J;S : 355nm) X'<D%L%fa&&7 A x^r^r> 
7 P7V- b y - (Labsystems/^e.^ft®) 

fetffirLT, e b PTHrP (1-34) t:«aK4v!>^/^ 
p-t/l/5lftlD5 (lOOng/ml) (Clin. Chem., Vol.3 
f 7, No. 10, p. 1781, 1991 ; J Immunol. Methods, Vol.1 

r 46, p. 33-42, 1992; Clin. Chem., Vol.37, No. 5, p. 67 

8, 1991 ; J. Immunol. Methods, Vol.127, p. 109, 199 

0) 4-fflv>fc 0 **tRH^>*tfttc*3V^Ttt, 3— J r^>y 

fet^irLT, ^=¥et^f>^IgG(Fc)etft: (Organon Tekni 



{ 2mm 2000 



- 8 0 1 0 0 ( P 2 0 0 0 - 8 0 1 0 0 A ) 



t 0 0 8 0] <4-4> C-Bio-PTHrP%flV^^thPTO»-P 
HE*ltM<4-3>-?«£fflLfcN-Bio-P™rP(l-34) J)K 

f-C-Bio-PTHrPU-39)-Cys (Cys<DSHS*:<> L t 
^ ^ > ft* L-C v ^ ) SrWKPtIS t t X ffl ^ 5 I** 

[0 0 8 1 1 5 *XR£tttf>9MS 

mK «H«<4-2>H*»V^fflV^ e MW(l-34)-OVA 

SO :.r^t Ms***©**-. *»K bPTH(l-34) 
t V^it^-CPlWW*^*^ 5 ig&<fc»* (Peroxidas 



K _ vS ;ltf5 K htxt hPTHrP- / * c -+'l-fit* 
- 1 hPTH;-XXglSti*r<*siL^ 3 *£*5. rtfe- -* 
;- g-»J0t htrit hPTHiP* / * P — -f- ^t/UtSO t V? 

^**ttfc H g ,S^')r-^-fat HgH(Fc)fit 

[0 0 8 2] 
[*3] 



3E3 




0.131 
0.114 



[0 0 8 3] ntam e * ■> ■? D — *-'Hfc**>*»K 



[0 0 8 4] 



(22**M 2000-80 10 0 ( P 2 0 0 0 -8 0 LOO A) 



*4 





( . t ct / m I ] 
^ g / Ul l / 




3/1* rr /Lfc. .J— 

(ju g/ml) 


1B3 


7.5 


1C11-12 


9.3 


12A7-1 


27.8 


1C1-3 


22.2 


12A7-8 


12.7 


1C1-13 


4.5 


12A7-9 


31.6 


15D9-13 


7,8 ! 


1B3-1 


16.7 


15D9-9 


9.3 j 


1B3-6 


45.0 


15D9-2 


6.3 


1B3-9 


10.7 


2G4 


30.3 


1B4-7 


16.3 


5B12 


26.7 


1B4-IU 


jU. / 


16E12 | 44.8 I 


! 11FU 


3.4 


1A12 


19.0 


1C1 


7.6 


1G7 


33.5 


2D10 


17.5 


16E12-5 


51.1 1 


15D9 


5.5 


3G4-9 


22.2 


3G4 


9.6 


16EI2-11 


53.8 


2F8 


23.7 


3G4-3 


48.7 


4B4 


30.8 


3G4-7 


40.6 


15H7 


24.9 


1G7-1 


12.1 


1D2 


67.9 


16E12-6 


36.1 


1C11-6 


5.5 


1G7-16 


13.0 



[0 0 8 5] lO%(D$i/Jfe l Ji!hffi (Fetal Calf Serum, 
FCS) fcT$y^y>-Sr**+*HAT**EX-CEL 
L-620-HSFtg-ift (JRH Biosciences^) 4^t£^Lfc# 
*(D.rs4-fy K— ^Oi#«_bm (30-40ml/50ral^^- 
:/) £r*n*., m.mmmm (20mM(7}KH 2 P0 4 , 180rnM<7)Na 2 HP 
0 4 ^r>154mMC7>NaCl, pH7. 6) tO'«Iix.7°Pf^ VA 
(rProtein A Fast Flow, 0.2ml, IgGBg** : 35mg/ml 

y/w ^T/^^^rttK) Sr*n;t, i5°c-c5s#^m^t- 

ein M-«*£-ttfc 0 ( 3 ' 000 
rpm, 10#) i*^±a*T*t:. (20mMCON 

aPi, 150mMCQNaCl, pH6. 0) (10ml) £J8*0 U 
»*^*Jx5!?->IgGSr*ia*ii:fco (3,000 
rpm, 10#) Lfc*. »4>-hS ( ^>IgG^ft £ *VT V> 
5) JtfeX, tS&SWl (20mM(DNaPi, 150mM<ONaCl, pH6. 

0) (10ml) SraSfJPL^lf*, SblCil^Ht (3,000rpm, 

tcffifn^ (20mMoONaPi, 150mM^NaCl, pH6. 0) (0.65m 

1) 8r2Eiw*.»fnLfca, I.BbI-v-Y ^ 

[0 0 8 6] #*<7}-W ^ Dfa-y^oVNt, i^T^O 

(14,000rpm, 2fr) U -hSSTteT, jeffitttBtt 
(77mM<£>NasHP0 4 , 67mM(7) ^ ^ > ^ ? 150mMCONaCl, pH3. 



8) (0.9ml) Sr*J0x.s 8M*« * ^iS'L^Ht (HOOrpa, 

24» L/C. Jt*tJi«S:7>f>ri,^--CiiaUfc«, 
Hlfj?$ (500mM(7)Na 2 HP0 4 , 50mM<DKH 2 P0 4 , pH8. 7) (0. 1 

[0 0 8 7] 3l!Kf*j7 thfit hPTHrP^r/^-^ 
J; 5PTHrP»#W»JfirtcAIPO±#0»ftl 
PTHrPOPTH^ffl t 1TB, 0»J*tf, f^ftff«^ 

y/N--fC (PLC) *»JS§^UW#»JJai4^#» 1 IXSr» 
af-f-fctfsJH, SfcWIITCttlM' 5'^ AMP (cAM 
P) vgRBfcSrffiit L# '^v !?^OSRtt£rflEi!i"5 
fc 5 f£ffi)3 s 3Mf btl^ (Crit. Rev. Biochem. Mol. B 
iol., Vol.26, No. 3-4, p. 377, 1991) 0 cAMPtt, *M& 

[0 0 8 8] *Iffi^#fc«^ <B fc MS fc b 

PTHrP^- 7 * ci— ^gv**>* fc hPTHrP<Z5fl=ffl <DSJ«<^ 

rtcAMP<^*4tO±#^*ti-5«i*J«J*S:iS«i: ^"C^rt 



(23^2 0(10 - 8 0 1 0 0 (P2 0 0 0 -SO 1 00A) 



R10G V\TOC CRL-1661) - 1 > 10«H ' * - "-> 
3 B SfligUL^ * ■P«rRPMI10-lOt#Ja-rfti* t^i 
& i"*»RP«1640*«! (PPMI1640tSlfel00.1*i-, 0.1% 
tBSA) *100.«. li»M7) IBMX (cAMP 

f) *.i.i/' 3:-Ct?20^*«Ufc 3 
C hPTHrP UOng/ml) ftt>ft*<Oe htftt r-PT 

^ W + * 10%FCS£*TRPMI mo*®. iPTHrP > KW**B L 

^•'..•***L*:. !f-KtSlfi5:^ 'fc*. cAMP*r»tii 
tftf^M -C. 3iW!H**£tf95%** (0.25ml/ 

■^■-'•uSrtHfiS-e-^tt. cAMPtt!UE[A*y b (Ameisha 

loo 8 91 Wf^t VcKt HPTOrP*.^"-^ 
ftl**^*^* hPTHiP(l-34)<D^5r^^«i!^«^" C 

WT-Bte hPTHrP^ -^-f/Vfa^t L"C, t hPTHrP 
(1-14) H**«J<e^ ' * a £a<£ 1 D 5 

( . r ...,^ yayho _ /V ) ltM:t hPTHrP (37-67)^ 

IcifriflM:-****-' >D - + ' lR * 1D 1 1 
'^■ 3X l > p-A') (Clin. Chen.., Vol.37, No. 10, p. 
1781, 1991; J- Immunol. Methods, Vol 146, p. 33-42, 
1092 -Clin. Chem, Vol.37, No. 5, p. 678, 1991 ; J. 
Immunol. Methods, Vol.127, p. 109, 1990) SrfflV^. 

[0 0 9 01 rro*OMS**"?>- vtnrotHKthFT 

HlP ^ *-Att»*. PTHrP<S#W«rtcAMP(Oii 

[0 0 9 1 1 WIS t htf^ hPTHrP^/:^-7- 
f'fc**K PTHrPi-i, PTUtl51«roPTH«^ffl. BH 



wmmxi v*a»& > - - **>*•*■ 5 - ■ ' 

5 #iftJlltfflSrfrU-:i^ (Brown. EM. Hemostatic 
mechanisms regulating ex t race I lu larand innacellu 

lar calciu. metabolism, in The parathyroids, p. 19. 
1994. Raven press. New York) , *K* ^ * ," 
ft * S> -C h fit t h PlHrP-T- / : - V — «" 'UfitH^'. >- 
hPTHiPf > iO«i* * i ' '■ *** 

[0 0 9 21 «£«R 15BIP ICR-r * * ( 4 ~~ 8 E/Si 
f* B ^,-^!)--f±S' i=. «Ca»*tl*IBlfit 
# (50„Ci/E) %£T«^L<-.= BSu St 

BG-Jbig* (Gibco BRLftK) *-?24WIBW«* L & 
ta-±ttl^*#-C t |«PTHi-PWN*JBl-34<OE« <PTH 

r pa-34) . k?«#*5- i 5 y '^34, 

hPTH rP* /->0-i-'V«t* (0 1, 1.0. 104fcHlOO W 
g/.l) «-^tfBC-Jb*«J (Gibco BRLttR) Sr.ttl.-t**!' 
^ 48l«m<0«fllit. 1tl1ll:W*X<OZ bPTHrPU-34) 

TM#+ ( 2N ^-t:60r24D#P B WeeL-tf§«Lfc) <75#^ 

[0 0 9 31 V 'tHf t«C KPTHrP*/ ^-^U 
^S-gSft hPTHrP(l-34) l O^*r*tP*#*^ffl VN " C 

BBro^tt hPTHrP*/ ?o-^^etfffc LX. t rPTHrP 

(1-34) l^g^^^^-'- 70 -^'^ 105 
(!) .^^ 3 >. hn-.-t) 3fct>i' t hPTHrP (37-67) ^ 

^ 3 yhn-yH (Clin. Chem., Vol.37, No. 10, p. 
1781 1991 "J- Immunol. Methods, Vol 146, p. 33-42, 

1992 - Clin. Chem , Vol.37, No. 5. p. 678, 1991 ; J. 
Immunol. Methods, Vol 127, p. 109, 1990) *rffl^7c, 
*»*H9 75SBllli*Ufc. *^ 
&-rZ,m*&8. (IC 5 o) «r*5S^L-fc. 

[0 0 9 41 

[«5l 



(2mm 2000 



-8010 0 (P2000-8 0 1 0 0 A) 



S5 





I Cca ( « 2 /m 1 ) 


ID5 (* */ rO Jyhn-^) 


0.2—1.0 


2F8-10-3 


i 


IC1-3 


2 






15H7-8-3 


3 i 


16E12-6 


3 ! 


5B12-16-12 


3 


4B4-6-21 


4 


3G4-3 


4 


2G4- 12-20 


8 


1B4-10-13 


L 1 



[0 0 9 5] USEM 9 ^ y * ^ — ^St#<^SiW*-S* 

•r 5 ft ?ntt& v * fp ett co ay * 

(kd) Jfctfi£*P*iJ£* (Kd) Sr, TtTSK^ffliJS^s/ b 
Tfc5BiacoreX (rv^A77A^*>TffiK) £rffl 

fiM^'^Stfct mHrP(l-39)-Cys£ffiV^ e fttJgW 

If StLTV^S^.'U^v'*^ f /vf>^ (CM) if>M 

t^^yv^^y'uS^, y^*— Sr/hLTt hPTHrPCi- 
39) -CysCD v^X-f >-«**S*i-* * ^* 7° h £ (SH 

[0 0 9 6] *cy h\ZttJ&<D7* — fe;H (Flow Cell 
1) tn, 0. OlMOHEPEStttttt (0. 15MCDNaCl, 3mM<7)EDTA 
AW). 005%(O#ffiffi14»JP20S:$Wo PH7. 4) 5:5/2 l/# 
Ti^L, 100 u 1(7)0. 05M NHS (N-Hydroxysuccinimide) 
,/0. 2M EDC (N-Ethyl-N' - (dimethylaminopropyl) carbod 
iimido) SrHSJliU ^y^*ffi*-*fll**t-CV^ 
5CMO*^3fi*^36SrJSH4fl:***:. fcv^ 100 
// l(7)80mM PDEA (2- (2-pyridinyldi thio) ethaneamine) 
/0. 1M IS5»*S*ft£ (pH8.5) SrSSJllU SHS(7)Si^^ 
S^SSSaSr*AL^io SfcK* 8MlC01jLzg/ml fc hPT 
HrP(l-39)-Cys/l0mM ftffc-J- h U ^^ffiWffi (pH5. 0) 
Sr^Di-^r.i:^J: t 9 b: hPTHrP(l-39)-CysSr-fe>1^— 



f^lCB^ttfco H^tSnfct hPTHrP(l-39)-Cy 
scOi^ N 45RU (resonance unit) "Cfco/c Q * 
RjEEWSSXtts 100/il(7)50mM is^TJ X/1M NaCl/0. 
1M ^t^^W ( P H4.3) Sr«*P+Sr4:l-J: 

[0 0 9 7 ] y y T LT<^7D 2 (Flow 

Cell 2) tt % t hPTHrPCl^-CystOftt?^ \Z.i/*T4 

t (20— 60/ug/ml, 60// 1) * /d 

<^ ^>2F8-10-3, 1C1-3, 1B3 9-16, 15H7-8-3, 1 
6E12-6, 5B12-16-12, 4B4-6~21 S 2G4-12-20, &TJ<1B4-1 
0-13 

<*tfSJrif£> t hPTHrP(l-34) I^RW^*^^/^ 
n — fvMftffc 1 D 5 (Clin. Chem. , Vol. 37, No. 10, p. 1 
781, 1991 ; J. Immunol. Methods, Vol.146, p. 33-42, 
1992; Clin. Chem., Vol.37, No. 5, p. 678, 1991 ; J. I 
mmunol. Methods, Vol. 127, p. 109, 1990) 
H3£tt. je^ffi2»IH&t^Wllltai 5 #IW 

7A^)f-^^^ ^^hKftMffy^b (BI 
Aevaluation3. 1) SrfflV^"C, *£-&jSJ£^3& (ka) , fi¥ 
KiSS5£ft (kd) Xr>'»«t^» (Kd) ^Ullt 

[0 0 9 8] 
[*6] 



{ y,^"M 2 0 0 0 - 8 0 1 0 0 



(P 2 0 0 O - 8 0 1 <' (' A) 



$ 6 




g« (H eavy Chain) = - K« cWttE 

" ^i g ht Chain) ^atWRtf*»« 

i| (^^^5Xl0 7 *fflSa) Sr#**» U 

3 " I6E12-6, 1B3-9-16. 1M-10-13, 1C1-3. 2F8-10-3. 
O04-P-20 3G4-3, 4B4-6-2L &tf5B12-16-12. 

jiff Mftl*. mi5WF«tT«k2.0kit(IHVITROGENtS) 

flBBMtWft (Lysis Buffer) 

^.<_.> 3 >Lfc?£. Oligo(dT) cellulose*^ 

Oligo(dT) ceUu 

PoiyVRNA ^ llut,onB !:" e :^f n e . 

* * 26on-«Kft-?w« jtae^jw^a _ > i- =t o * 

fcfen*PolvA-RSA*»SJ:U ffiR«Maratho 
„ c^r^lificat.on Kit (CLONTECH^) **^E 

P 13-15) = ^T^'l' 
1st strand cDSARt/2nd strand cDSA*«<K*«*'-*= 



ft c DNAar, - - ' -A/? - D ** * 1 ' * ' ; 
i-fltLfc. ftV.-C. cDNA«r^*./--"-ft«*^. r < ^ 

1 0 1 0 1 1 * •* WPCRK* *^ # ° - * V ' ' l ®^* 8, > 

E a 0 ^«.. m^WDyeTerminator Cycle Sequencing 
FS Kit (Pf'-Applied BiosystemsK) RWRISM377 DNA 
Sequencer (PE-A P plied Exosyste-os^) SrfflV^fro 

y, fej3 ^ B a?'l*?E^^* (75SeC ' UenCing Prlmerii - 

br ' #ib nfcK^A-f> 1 g«]^Sequencing Primer^ 

ScDNAE^K «« Chain) 
* 4 ft* S ft « r 5 / «EW * T E» fc ^ 0 B 511 gi ^ 
[0 10 2] < :> c->15H7-8-3> 
D S AM •• W« 2 3 U KWJ 

#*35275S354. D** : 35575^369, S«W : 3707b 
S373, J ««: 374 75^429) 



(2mm 2 000-8010 0 (P 2 0 0 0 -8 0 1 0 OA) 



D N ASil?lJ : E?'J#-S§- 3 (v *f"j~A E?'J : 
1 75560, V«« : t&S#^6l7!/5359, J : i£S 

#^360 755397, C^lfE : §-398755717) 
7;/ : E^J#*4 (v ^^7lE?'J : T ^ / 6£t 

#*§- l 75520, -srffiiWS : r 5: y 8£#^-2i755ii9£^ 

<y p — >16E12-6> 

(:*m<D*T£igi§Jc) 

175557, V«*£ : *2£#*5875:E351. NfRiiJc : 
#^§-352755354, D«« : 35575*369, N^fg : 370 75 
5373, J • 374755429) 

r s / i»e?'J : iaw#^a e (i -y-*vv«yij : r s /» 

#§-1 75519, : /8t**2075SH7SrS- 

if) 

D N AE?« : Sd?'J#-§- 5 (v -/-fvVE*fl : fiSf^* 
1 75560, V«« : JfiS#^-61 /5S359. J ffl& : i&S 
#§-360755397, CfH* : *»«»3 9 8 75 S717) 
T 5 7 8?E0J : E*I#* 6 ( v '/t/bEM :T^/8 
#»1 75520, bISIJIW : /Sfc#*2i75SH9Sr^ 

ip) 

<^u— > lB3-9-i6> 

DNAE?'l : E5 ?, J#-^2 7 <> ^^VE?'J : ±£fi#-§" 
1 755:57, V^ifi£ : *g&#^-58755351, : i&S 

#-^352755354, D®i* : 35575 5 369, N^fejc : 37075 
5373, J tgi* : 374755429) 

T%J &E?IJ : E*"J#* 2 8 ( v ^-T-ZU'E^J :T^/8 
#-§-1.75519, : /«S3-20755ll7£r£ 

if) 

DNAld^'i : gd?'J#^7 (> i/^yUEW : SSt^" 
175560, V®« : i&X#-§-61 755359, JS«:SS 
#§-360755397, : ta*S§-398/5^717) 

T S / »E?IJ : gd*U#-§- 8 ( v /t;VEJI] : r ^ y ^ 
#-§-175520, pI««*K : T 5 /«f#^2l75SH9Sr^ 

tp) 

< ^ p— > 1B4-10-13> 

(lc«o^HE««) 

DNAgd^'J :gd^J#§-2 9 ( ->^.'VE?IJ : **## 
1 75557, VfgfeS : J^S#-§-58 75535 1, Ng« ; M 
#-§-352755354, DfJWc : 355755369, N^i§S : 37075 
5373, J ««: 374755429) 

T^y : gd?'J#-§" 30 (v ^'t4E?l : T % / It 

#^-175519, /«#*2075SH7Sr* 

ip) 

D NAE?'I : Sd^J#"^9 U ^-Jvl-E^J : *SS#^- 



175560, VfRJgc : t££#^61 755359, J ««E : tSS 
#^360755397, CffifeS : i£S#-§-398755717) 
T S /KE?«1 : E?IJ#* 1 0 ^^E?'J : T x. J SSt 
#§- 1 75520, «P£f!Bfe!c : T y ^ifc#-§■2l755ll9*:* 
ip) 

< y n — >LCl-3> 

DNTAgd^I : E^S^-3 1 (v y-JvlE^J : i£S#^* 
1 75557, Vfgitjlc : taX#*5875E351, N®i : fiS 
#-§-352755354, Dlpi* : 355755369, NfB« : 370 75 
5373, J : 374755429) 

r s y SfcEF 1 ! : E«#f3 2 ( v :T^;yi 
#§-175519, ^TffifEHc : y»#*20 755117 
tr) 

DNAld^J : E^IS-^l 3 (v'/t/VEJII : ^S#-^ 
1 75^60, V®J« : fiS#"^61 75S359, J ffiW : 
#^-36075 ^397, C«« : ±£X# ^398 7557 17) 

r ^ / ssE-M : E?(##" 14 ( > y^/^ga^J : r ^ y 86 

#^-1 75520, prK«*:T$y»#»2l75Sll9Sr* 

tf) 

< ^ >2F8-10-3> 

D N AE?I : id^''J# §-33 ( > ^ ^UE?'J : ^S#-§- 
1 75557, V«J* : Jttj£#3-5875£351, NgfeE : SS 
#^-352755354, D^feE : 355.755369, N®«c : 37075 
5373, J ff« : 374 755429) 

r ^ y »E?'J : E^J#*§" 3 4 ( v ^-JvUEM : t ^ y ®? 
#^-175519, ^T^Mi*:^^ ^#^-20755117*^ 
tp) 

DNAgd^lJ : E.?'J#"^1 1 (v'^-JvUEyJ : 
1 75560, : ^S#^61 755359, J filter : SS 

#-^360755397, C®^ : ££# ^-398 755717) 
T 5 y S£gd?lJ : gd^I#^* 1 2 (C ^"t-yUE^J : T ^ ./ * 
#■§•175520, ^TSE«« : y ^#-^21755119$:^ 

tp) 

<^7 n — >2G4- 12-20 > 

DNAgd^lJ :gE^I#-^3 5 (y^t^E?l| : 
1 75^57, V^S^ : *tt*#-g-5875535U NS« : SS 
#^-352755354, : 355755369, : 37075 

5373, : 374755429) 

T $ y ^gd^J : E.W## 3 6 (> ^-tvUE^J :7^78 
#^-175519, ^.S^^c:T-; ^#^-20.755117^^ 

tp) 

DNAgfi^lJ : E?'I#^1 5 (v y'-t-'Ugd^ : SSf^ 
175S60, Vm®L : *S#*61 755359, J tgfcfc : 
#^-360755397, C«« : J®S#^39875^717) 



(37*^ 2 < i 0 i » - 8 i ) I 0 0 ( P 2 ' > o O - 8 O 1 i) n A ) 



r S ' S£E£'j : E? ! J*-§" 1 G ( : v ^ -E?'J : S ^ Sft 
ft* 1 75^20, 5TK«* : ^ * .'!»**2l75Sll9*:£ 

V) 

< * 12 — 3G4-3 > 

DN,\eJ : E?'I#*3 7 ^/UldfiJ : SSS^ 

#^352 75S354, Dngi^lc : 355753VJii9, Nngi*: 370 75 
3^373, J »«: 374 75^429) 

r s .' »E?'J : E?'J** 3 8 < ~ ,U E?'J : r - 7 ^ 

#§-l7VSl9, *r3E«H*:TS ' «SSr2075Sli7*r £ 

DN AEfJ : E^'IS^ 1 7 '''^^E^l : *£*§" 

1 75-€60. V«« : *S*"5-61 753*359* J tS^ : 
**3G075S397, CS* : ***<*39875S717) 

r s / BtE?'l : K*a** is (•; ^t/uE« : r 5 ' & 

*^175S20, *T£ffi« : /ft*#^2l75MH9*ra 

tri 

< * P — > 4B4-6-21 > 

DNAfid?'] : E?'i*^3 9 (i ^A-E^'J : 
1755157, V»« : J®S#^*58Pj^347, Nffitt : 

§<§-348 75:£349 v : 350753*356, NgB«c:357, 

J fgfctt : 358 75^417) 

T 5 : E?'J#*4 0 (v /-t-/U-E?lJ : T S ' * 

§^1 75^19, : T S .'»* 3-2075 Ml 15 

D NAEJ'I : E?'I** 1 9 < ^t;UE9l : J£S*3- 
1 75M60, V«« : JftS**6l75M359, J : ttt* 

#^36075^397, CfiR* : ^398 75^717) 

T S ' »E?'J : E?«J**2 0 (v f-r^Hn : T S /» 
** 175S20, ^3£S*£:T^ /|»**2l75Mll9*:& 

to 

< * n — >5B12-16-12> 

DNAEM ;E»f4 1 (v ^-t-^E^l : ££&^§- 
1 75S57, V«« : ttt***58 75535K N*« : SL& 
**>3 5 2 75 M354, D»« : 355 753*369, N«« : 370 75 
^373. J fgJ$ : 3 7 4 75 S429) 

T * /KEWJ : E*J**M 2 ( „ ^-t-/U E^ij : T * /« 
**>175£19. ^^'Tl /«fc**2075SH7*:£ 
^) 

DNAE? l J : E?'J**- 1 1 - ^"t-'^Eyj : ^SS^ 
175^60, V«« : *Sft*61 -5=g359. J 19% : ^£ 
§*3 6 0 75 M397, C®« : 3-39875M717) 

- >mm : e ?]**§- 12 2 «v y+'VE^j : r 5 

*§- 1 75^20, ^T£nft« : r * .'S$#*2l75^H95r^ 



t0 

[ O Mi 3 ] ft «E * n *z ft * •' • D N A E? ! J *T & • ' - iftti 
"f fid '*J ^ ^ ■ ■ ' " ^ r<7 :^ ^ — >r l f I . 1 "C . Tom 1 1 nson i ' ^ 
v ^xen-': h / - * ' v - " - J •' £^:f ^-r-- 
^ / -/.•=; ij \ g^5£ Sequence (Immunol today. Vol 1 
6. No 5, p 237-242, 1995) rf^^L^', * ^ : *S * . £ 
RVSW.lOl'TH ^ -4B4-6-21 9 — 

: -. r >v H tr: v .^ . hV3-30.^«ib«5g 5fi-:i'^- ^ 
c— :-4B4-6-?i.i. -t- y ^ - L6a-*<bW | S*H"rv-- 

|f|D^«' Ol --Til, " a-^'4B4-6-21«:te< 9 

^ - u->4B4-0-2Wi. 1'"*^:- hDAl^^m^^tl 
tv^. B«jMWi^-3V'-ra. 1 0 ^u-^ i-r^-M 

iioi io^'-> i::iT5]-'.ov K -t / y^ h 
DPKi5A-^«6t5n-c^/-r ^^jn^^c-^^-rii. 10 

, :f7 a— ^-'t-fitflk^fiHSrn— K"t" ocDNAE^'jir.;:!. fid 
Wttti: J SRyc^IWi-NflBW (\ -add it ion) *: ti" L T 
[0104] 3llf£f«J 1 i VL&?y ,f ^ > HF<ab' 

? .utttt^fitft^r ' T ' v > hFfab' ) 2 Srj«Fabi-l, 

TEiTjt i 3 ^/m-f'lfW (5m 

g'ml) 20«M^fi¥i»-*- h ^^«(Biffi (pH3. 5) i^JD 

37^-730^^1- > "'f^m 
^7 e v > ( IraL eT^*t«) Srffll.*., P--— 
&ltc*^'£^ ^37 : C-ri2B^Pn]'< V^^-'<— h-i'O: S£ 
ffi*rlHlil7L, iS^-^Bt (3.000rpm, i0;^Rfl) L, Ji»* 
[O]^fo 3 r/p -T->f > A T 7 ^ ^^>r - ^ o-r h 
A — v ^ J n -r f > A -n=:> :.' h < AmersharateS^ ) ^' 

WHlS^tftWfiB^fiGT., (3,000rpm. 10 VM) 

h '*/ /,*-^.t-TpH8 9ii2Sa-f.5 3 Kifi'&S'ffilr. K 

f:.ij£, .^^ir^«^ (5ml) -?2[H] «t±i>^J4- 

(2 1, pHC 8) I4T, 24^fR3) "f V, 

[0 10 5] ?^V;4»S7j^At Kn^rv ■ 7 -:*n- 

-7 ^ (HP L C ) r<J ') , 0 ; - r 

M/) ; ) : ■K«iR«*r 1 5 V^-.^l L^«, 5 mM-0. 4MO n 
^ tSSS 5 2gE« £ £ -tt 6 = JS tti » 5r ^ ^ :' T 



(284*M 2 0 00-80100 (P 2 0 0 0 -8 0 10 0 A) 



v 3 / * — T^&U 280iiBtT<OKit«S:jB l J^ 

U F(ab , ) 2 *atr^ili^lH]ilX"r.5o f#kn*:»iH£!> 
^ (U) t-Stfr (4°c\ ?-4NPM) U f 

jfc<r)8iJrfe^<toTtIi»-e*5a fin*,, */*n— f-'t- 

iK-&LKi6 ±0 iif^Sftt'S, 

(pix.^. fcfr^ttKi) t-^D^., ?g tats §r sii vt-r 

Oc L^jSttiMES:, F(ab'), jSWt-t-So 
[0 10 6] JgJfiM 12 J/l t h PTHrP t h* ./ * n - 
-f-.'L-tfL ft: «fc -5 PTHrP^ ?»t!feSi * ^ v £ A r&L^ (O f&ft^ft 
3i 

flUidiLfci:*5 9, PTHrPtt, PTHfc l^fc*<aPTH«flUB* fill 

flfl/iaWiS Kffi Srffi* ^ >' ^ ^ ^KM^S fc v > 

9f 0 5lRi^^tttt^ (Brown, E. M. , Horaeostatic 

mechanisms regulating ext raeellularand intracellu 
lar calcium metabolism, in The parathyroids, p. 19, 

1994, Raven press, New York) 0 L#»L&J&*b, fl"!^ 

-I- 5 PTHrPl- J: 9 L tf L tf § I * JB - S ti^Wfe fipttM 
■/ji: ^Aih*M(73 J; 5 lc % iB*JfcPTHrP<7>S£f±, 

■i>^ilb.l£^f&«Sft*Sr, PTHrPSrftJM-5 w fc J: o X 
f^K L /cift * ^ A tiiS* ^Vu -v £ ^ v *"C 

[0 10 7] — tfeJfefcSiirfciEftCRJ ICR-r^* (5il 

A A & s , 634M § IJjCa 2 VPH T ^ 7 ^ If - Sr ffl V » T M S 
Lfco Kje«Jfe35>b3«PlB*. * (*«10E) 

^j&.^tC, t hfitt: h PTHrP*/ * p— ^.'Waffc (2F8-1 
0- 3, LB3-9-16, 15H7-8-3, 5B12- 16-12.^ L < H4B4-6-2 
lOl^f^s ftft : 3, 10^L< te30mg/kg) > 
KB«E*iHBfc LX(D-?V*tfit b PTHrP* / ^ u — tvufvt 
|$1D5 («* : l*/c^3mg/kg) U 
$r,i^(Dgi^t hPTHrP(ONli»l-34<OiE?fl (PTHrP 
(l-34) % ga?«J#^-l^T^ 17^3 4, -<^°^ 

KOTSEBf («) ) (0. 1 m g/body) "FS^ Lfc 0 !£P 
THiP</>S#^lB#R8f£, £ flr^-^^^iCOV^TlI/St? 

i4i<HtV\ ffllEfcBHSKK L-Cjfe c f , */^i>"^^»*S:9 , JS 



^^ifffSt-WfaPTHrP (0. 1 Mjc/body) SrJft"F»§- 

te*5r, Si 3 7iSBll 7ic^L/c 0 wtf)K»a»ib, * 
^P^uOl/^ftLCO t hK^ h PTHrP* ./ ^n—^Jaf^ 
PTHrP«!lH4^ifiS*^ v '^^ifiL^M^ L"C#ft<C» 

[0 10 8] SllfiW 13 felt h PTHrP fc h*/ > n — 

«.» #i - *3 ^ t u l a n a hickiss^s^p (para 

neoplastic syndrome) fc It ^ v ^ -^tfl*M 

(malignancy-associated hypercarcemia (MAH) ,) fi*iX 
«*JT*»So MAH<7>#<tt, fffttt^'Ji.ofiig-C^ 

ral hypercarcemia of malignancy (IfHM) ) fc, MflBtf) 

B5# /V v ^ AlfaSE (local osteolytic hypercarcemia 

< t <rjtf-M x -h o # ^ ie f* 5 — ft w ^ t. <r> t n 7L h n 

5*-. ««^S^5PTHrP^«3r^#«i8 

i7A v Alkffi<^^]9 0%j£< (N. Engl. J. Me 

d. , Vol. 300, p. 1377, 1980) , ^(Dig^J^Ht^Wfi 
IM(^^«8:--t"5PTHrPOfNffl^ <t 5 1 fc #9! 
00*)5 (Am. J. Clin. Pathol., Vol.105, p. 487, 19 
96) 0 PTHrPjSSfeiCiSHHMtt, *b *J> 6 & 

a«Mlsv^"C*e>HSA $ , 4#i'M¥±iffiiK (M, Ails 

SPH«, R^tAT«SA^ (ATL) -CCO*«^*V'« 
(N. Engl. J. Med., Vol.322, p. 1106, 1990 ; J. Cli 

n. Endocrinol. Me tab. , Vol.73, 1309, 1991) 0 
[0 10 9] **»t'B, mmxntcm*(Dt hint h 

PTHrP* / ^ n— ^/U^OM*Bfif*ttSi*ia^/^v ^ 

AikiE (mah) crrfemw?^, mm'M&zQi&'^&m^ 

Tf£rtL/c 0 BAI-B/C-nu-e^^ ( 4 t^Sp. St 5 75 

Efcl^fflflSffcHOSO (Hasina Ri fat ^ N 3B54[51 0 
^la^, p. 349, 1995, 3fct>i-Hasina Rifat^, ^550 
P^^^IB^ p. 184, 1996) £\ ^J6X10 6 ^S/ 
head^*«-e*ff««i: fc t^TMLf: D fflJIS^ffi 

Sil^iT^. 634Se»Ca2VPHT^-^^ ^-Jrffl^ti 

3mol/lWJilC±#Lfc^^^ (725) 3r»*U 
cd-^^x^, y yS?g««l:^l/:St hPTHrPt h 

^ n— f Atti^4B4-6-21 (3mg/kg) ^HS^^S^ 



(■J9*STS 2 0 0 (J -801 0 0 ( P l l 0 0 0- 8 0 1 0 0 A ) 



^ x , - o ^ T IB K tS mi 4r ' t ; \ ih^^ 'i-> r ^5«r 

( i ) ijai^K»r-t5v^«aiaft^ST»tt> is] u 0 

iirftiSei^'^ (fflE«E*ffl!iaft§ra^^v'.) «r.«Tf>ML 
(St l: hPTHrPt H ? nz — 4u{$:4B4-6- 21 r 'a* 

( l' ) _tai.oi*» h iti] l <; (piJcWSfflJiaftHoso (Pi,** ) 

*;£ ;r ^tti L T ft 4 n M 5 >■ E i£ tti c ^ ^ ^ i' fi; ^ * S t * 
1.3mmol H;^.i' -LIP^f:- r1 ' ■< (6 15) . I'.'Sfc** 
jBSf'^ (fat HPTHrPl- K-~e ' n — ^/Ufit(*4B4-6-2 

0 1 8i-:^L/: : I^'Klfcri^ ^-SgW^'t h 
fitfc HPTHrP*-/ ^a-^tfittm. «*IBU*t4Si4iS 

# v ^ mi H i r. *t L c W ;ff ^ » *»J & tfteSR fli » M L 

[01 11] 

r: HPTHrPtitti" 5 t H -t ' ^ a — /U-fittf &• ffi W-J^rfc 

PTHiP^/^P"-^-AfiL*"^-«t3lt lXm>T*Vf't h 

* , Tn-^U-taflcJl, £*«*(OW4 (fitlfJft*^ 

tal?:ffl¥otl, ^fnfStt, W-> .Rr/^fett/Stt (PTHrPte?? 
W *Sfl3 P*ScAMP_b ftJ Si*. . PTHrP<S#M <C » A " b ^ ^7 

WiiWjffiti ^ ) £* Wi" 6 i ^ t *> s , *« fl^tK 
ft a & -6 fit {* m m p°p « _b ^ * # * m n * -c * o 

fcHAMA. HACAfc3l»JiHAHAi:L £ 5 S'l t^ffl *: £ < f 6L^ 

[o 112] IP*?, *—~t~'\>fiiit&, t 

hPTHrP^ittfS-l4^*a^WrC*JW^Set4^* U * 
fc t« * fit * E 36 p n a ^ ^ # <c RS S .« "C *> o ^ t L ^ - 

SEQUENCE LISTING 

• 111)/ Japan Tobacco, Inc. 

11!0 • Human Monoclonal Antibody For Parathyroid 
Hormone -Related Protein 

• 130 • J98-0142 
140 

• 141 
150 • 
151 
150 
151 

: 1*50 

: 170 



m te 5 C * ^ i'J f V « *. fi L ^ ^ r ^ ^ , * « ^ 
hPTHrPi' t: / :^ --^ ■'USttsi/trJ:*^ 

EHE*a.*ftii, PTHrP;re03-t-5^ISgtt*r^f-t--5 Tld-^ 

c-'.^^;:gHl-5^S (r^^^-:">^ffli{£^>) , St* 
li^ W*. W*. leiffi*, ftiifi. 5* 

fMMS. flr!«^, B!^«, r 4:fe1-h^ 

»»»;-?¥fiE-t-5*sffl)!a^ta 

»ja4S>iif) . Pftlfa.^ (sepsis) , ft^tft-ScfiE/CS 

S^tt (sirs) , .RTj^fft!; >mi?£ >init4< 

n-5 a W^^t HPTHrPt h^e 

fti$ tl , W&tt. CO Wrf^ i n ffi. L "C v • 6 A ^ 

[0 113] ^bi-, ^■JEM^t hPTHrPi'S^ftS:^' 
-r>5 t K ; .^ p— ^/ufitt>:&rjc^:^!igK*aBatS3fi, rii 

WiRWiSJ fV-ffl S-W-f 5^^7t^?t> ®g« ( tf 77 + 

-■^ Ko >'«iS, I' "fe Ko v«?tft. t'o 0 > ^ o H'n 
VgEife, f.'VKo^Kl, 7^yKD-8S, BM21.095 
5 % YM-175, CGP4244G^^) ^ ti-t*7>*fPl* t Wffl L 
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(30#BH 2000-80 100 (P2000-80100 A) 



?A0 - I 
< 211 • 209 
■ 212 • PRT 

• 213 • Homo sapiens 

- 220 • 

221 • PROPEP 

222 • (1). . (36) 

• 400 ■ 1 

Met Gin Arg Arg Leu Val Gin Gin Trp Ser Val Ala Val Phe Leu Leu 

15 10 15 

Ser Tyr Ala Val Pro Ser Cys Gly Arg Ser Val Glu Gly Leu Ser Arg 

20 25 30 

Arg Leu Lys Arg Ala Val Ser Glu His Gin Leu Leu His Asp Lys Gly 

35 40 45 

Lys Ser lie Gin Asp Leu Arg Arg Arg Phe Phe Leu His His Leu He 

50 55 60 

Ala Glu He His Thr Ala Glu He Arg Ala Glu Ser Glu Val Ser Pro 
65 70 75 80 

Asn Ser Lys Pro Ser Pro Asn Thr Lys Asn His Pro Val Arg Phe Gly 

85 90 95 

Ser Asp Asp Glu Gly Arg Tyr Leu Thr Gin Glu Thr Asn Lys Val Glu 

100 105 110 

Thr Tyr Lys Glu Gin Pro Leu Lys Thr Pro Gly Lys Lys Lys Lys Ala 
115 120 125 



Lys Pro Gly Lys Arg Lys Glu Gin Glu Lys Lys Lys Arg Arg Thr Arg 

130 135 140 

Ser Ala Trp Leu Asp Ser Gly Val Thr Gly Ser Gly Leu Glu Gly Asp 
145 150 155 160 

His Leu Ser Asp Thr Ser Thr Thr Ser Leu Glu Leu Asp Ser Arg Thr 

165 170 175 

Ala Leu Leu Trp Gly Leu Lys Lys Lys Lys Glu Asn Asn Arg Arg Thr 

180 185 190 

His His Met Gin Leu Met He Ser Leu Phe Lys Ser Pro Leu Leu Leu 
195 200 205 

Leu 

<210* 2 
-.'211.' 34 
<-212 • PRT 

<213 > Homo sapiens 

-.220' 

-221 - PEPTIDE 
• 222 » (1). . (34) 
400 > 2 

Ser Val Ser Glu He Gin Leu Met His Asn Leu Gly Lys His Leu Asn 

15 10 15 

Ser Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gin Asp Val His 

20 25 30 

Asn Phe 



esmrn 2 o o o 



8 0 1 0 0 { P 2 0 0 0 - 8 0 1 0 0 A ) 



210> 3 

21 1 > 720 

212 > DSA 

213 • Homo sapiens 

■ 220 • 

221 • CDS 

• 222 • (1). . (720) 

220 ■ 

22 1 • sig^pept ide 

222 • (1). . (60) 
220 ■ 

• 22 1 • Vregion 
222 * (61). . (397) 
220 • 

22 I • C region 
-.222 • (398). . (717) 
< 220 • 

• 22 I ■ unsure 

• 222 ' (80) 

• 223 • This base has not yet been determined. The codon 

containing this base encodes either one of Phe, 
Ser, Tyr or Cys. 

■ 220 ■ 

■'. 22 1 • unsure 

222 ■ (467) 

223 • This base has not yet been determined. The codon 

containing this base encodes either one of Phe, 
Ser, Tyr or Cys. 

• 220 • 

• 221 • unsure 

■ 222 ■ (492) 

• 223 ■ This base has not yet been determined. The codon 

containing this base encodes Phe or Leu. 

■ 400 - 3 

atg agg etc cct get cag etc ctg ggg ctg eta atg etc tgg gtc tct 48 
Met Arg Leu Pro Ala Gin Leu Leu Gly Leu Leu Met Leu Trp Val Ser 

1 5 10 15 

gga tec agt ggg gat att gtg atg act cag tnt cca etc tec ctg ccc 96 
Gly Ser Ser Gly Asp He Val Met Thr Gin Xaa Pro Leu Ser Leu Pro 

20 25 30 

gtc acc cct gga gag ccg gec tec att tec tgc agg ttt agt cag age 144 
Val Thr Pro Gly Glu Pro Ala Ser lie Ser Cys Arg Phe Ser Gin Ser 

35 40 45 

etc ctg cat agt aat gga aac aac tat ttg gat tgg tac ctg cag aag 192 
Leu Leu His Ser Asn Gly Asn Asn Tyr Leu Asp Trp Tyr Leu Gin Lys 

50 55 60 

cca ggg cag tct cca cag ttc ctg ate tat ttg ggt tct aat egg gec 240 
Pio Gly Gin Ser Pro Gin Phe Leu He Tyr Leu Gly Ser Asn Arg Ala 
65 70 75 80 

tec ggg gtc cct gac agg ttc agt ggc agt gga tea ggc aca gat ttt 288 



(32t*BB 2 0 0 0 - 8^Fl 0 0 (P2000-80100 A) 



Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

aca ctg aaa ate age aga gtg gag get gag gat gtt ggg gtt tat tac 336 
Thr Leu Lys lie Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr 

100 105 110 

tgc atg caa get eta caa act cca ttc act ttc ggc cct ggg acc aaa 384 
Cys Met Gin Ala Leu Gin Thr Pro Phe Thr Phe Gly Pro Gly Thr Lys 

115 120 125 

gtg gat ate aaa cga act gtg get gca cca tct gtc ttc ate ttc ccg 432 
Val Asp lie Lys Arg Thr Val Ala Ala Pro Ser Val Phe He Phe Pro 

130 135 140 

cca tct gat gag cag ttg aaa tct gga act gec tnt gtt gtg tgc ctg 480 
Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Xaa Val Val Cys Leu 
145 150 155 160 

ctg aat aac ttn tat ccc aga gag gec aaa gta cag tgg aag gtg gat 528 
Leu Asn Asn Xaa Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 175 

aac gec etc caa teg ggt aac tec cag gag agt gtc aca gag cag gac 576 
Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

age aag gac age acc tac age etc age age acc ctg acg ctg age aaa 624 
Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

gca gac tac gag aaa cac aaa gtt tac gec tgc gaa gtc acc cat cag 672 
Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gin 

210 215 220 

ggc ctg age teg ccc gtc aca aag age ttc aac agg gga gag tgt tag 720 
Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 240 

<210'' 4 
<211> 239 
■:212.- PRT 

*'213 - Homo sapiens 

<220> 

^'221 - unsure 

■ 222 • (27) 

-223 • This amino acid has not yet been determined 
and is possibly either one of Phe, Ser, 
Tyr or Cys. 

•:220- 

• 221 unsure 

• 222 * (156) 

•223' This amino acid has not yet been determined 
and is possibly either one of Phe, Ser, 
Tyr or Cys. 

■ 220^- 

.221 v unsure 

• 222 • (164) 

• 223 • This amino acid has not yet been determined 

and is possibly Phe or Leu. 




i'S'SV^A 2 0 0 0 - 8 0 1 0 0 ( P 2 0 0 0 - 8 0 1 0 0 A ) 

<400> -1 

Met Arg Leu Pro Ala Gin Leu Leu Gly Leu Leu Met Leu Tip Val Ser 

1 5 10 15 

Gly Ser Ser Gly Asp He Val Met Thr Gin Xaa Pro Leu Ser Leu Pro 

20 25 30 

Val Thr Pro Gly Glu Pro Ala Ser lie Ser Cys Arg Phe Ser Gin Ser 

35 40 45 

Leu Leu His Ser Asn Gly Asn Asn Tyr Leu Asp Trp Tyr Leu Gin Lys 

50 55 60 

Pio Gly Gin Ser Pro Gin Phe Leu He Tyr Leu Gly Ser Asn Arg Ala 
65 70 75 80 

Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

Thr Leu Lys He Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr 

100 105 110 

Cys Met Gin Ala Leu Gin Thr Pro Phe Thr Phe Gly Pro Gly Thr Lys 

115 120 125 

Val Asp He Lys Arg Thr Val Ala Ala Pro Ser Val Phe He Phe Pro 

130 135 140 

Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Xaa Val Val Cys Leu 
145 150 155 160 

Leu Asn Asn Xaa Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 175 

Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gin 

210 215 220 

Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 

• 210 > 5 

• 211 • 720 
212 - DNA 

• 213 • Homo sapiens 
- 220 ■ 

221 • CDS 

222 • (1). . (720) 
220 • 

• 22 I • sig_peptide 
222 - (1). . (60) 

220 • 

221 • V region 

• 222 • (61). . (397) 

220 • 

22 1 • C region 

222 • (398). . (717) 
400 > 5 

atg agg etc ect get cag etc ctg ggg ctg eta atg etc tgg gtc tct 48 



(MftM 2 0 0 0 



8 0 lira (P 2 000-80 100 A) 



Met Arg Leu Pro Ala Gin Leu Leu Gly Leu Leu Met Leu Tip Val Ser 

1 5 10 15 

gga tee agt ggg gat att gtg atg act eag tot eca etc tee etg eee 96 
Gly Ser Ser Gly Asp He Val Met Thr Gin Ser Pro Leu Ser Leu Pro 

20 25 30 

gtc aee cct gga gag ecg gec aee ate tee tge agg tee agt eag age 144 
Val Thr Pro Gly Glu Pro Ala Thr He Ser Cys Arg Ser Ser Gin Ser 

35 40 45 

etc ctg cat aga aat gga aac aac tat ttg gat tgg ttc ttg cag aag 192 
Leu Leu His Arg Asn Gly Asn Asn Tyr Leu Asp Trp Phe Leu Gin Lys 

50 55 60 

cca ggg cag tct cca eag etc etg ate tat ttg ggc tct aat egg gec 240 
Pro Gly Gin Ser Pro Gin Leu Leu lie Tyr Leu Gly Ser Asn Arg Ala 
65 70 75 80 

tec ggg gtc cct gac agg ttc agt ggc agt gga tea ggc aca gat ttt 288 
Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

aca ctg aaa etc age aga gtg gag get gag gat gtt ggg ctt tat tac 336 
Thr Leu Lys Leu Ser Arg Val Glu Ala Glu Asp Val Gly Leu Tyr Tyr 

100 105 110 

tge atg eaa get eta caa att eca ttc act tte gge eet ggg aee aaa 384 
Cys Met Gin Ala Leu Gin He Pro Phe Thr Phe Gly Pro Gly Thr Lys 

115 120 125 

gtg gat ate aaa cga act gtg get gca cca tct gtc tte ate ttc ceg 
Val Asp He Lys Arg Thr Val Ala Ala Pro Ser Val Phe lie Phe Pro 

130 135 140 

cca tet gat gag cag ttg aaa tct gga act gee tet gtt gtg tge etg 
Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 



432 



480 



155 160 

145 15° 

ctg aat aac ttc tat ccc aga gag gec aaa gta cag tgg aag gtg gat 
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 I 75 

aac gec etc caa teg ggt aac tec cag gag agt gtc aca gag cag gac 
Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

age aag gac age acc tac age etc age age ace ctg acg ctg age aaa 
Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

gca gac tac gag aaa cae aaa gte tac gec tge gaa gtc aee cat cag 
Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gin 

210 215 220 

ggc ctg age teg ccc gtc aca aag age ttc aac agg gga gag tgt tag 
Cly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 240 

<'210> 6 
'211' 239 
• 212> PRT 

■;213 ' Homo sapiens 

Met Arg Leu Pro Ala Gin Leu Leu Gly Leu Leu Met Leu Trp Val Ser 



528 



576 



624 



672 



720 



,3=^2 0 0 0 - 8 0 1 0 0 (P 2 0 0 0 - 8 0 1 0 0 A) 



10 ! 



G1 v S-r S.r Cly Asp He Val Met Thr Gin Ser Pro Leu Ser Leu Pro 

'25 ^ ^ 

Val Ihr Pro Gly Glu Pro Ala fhr He Ser Cys Arg Ser Ser Gin Ser 

40 4o 
Leu Leu His Arg Asn Gly Asn Asn Tyr Leu Asp Trp Phe Leu Gin Lys 

50 - 60 

Pro Glv Gin Ser Pro Gin Leu Leu He Tyr Leu Gly Ser Asn Arg Ala 

-0 75 
sZ Glv Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 W 9o 

Thr leu Lvs Leu Ser Arg Val Glu Ala Glu Asp Val Gly Leu Tyr Tyr 

ioo i° 3 110 

Cvs Met Gin Ala Leu Gin He Pro Phe Thr Phe Gly Pro Glv Thr Lys 

115 I 20 125 

Val Asp He Lvs Arg Thr Val Ala Ala Pro Ser Val Phe He Phe Pro 

10= 140 
130 1J0 
Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 

150 loS 
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 V- 

Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

Ser Lvs Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 
195 200 20& 

910 215 220 

Glv Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 



225 230 



235 



• 210 • 7 
211 ■ 720 

• 212.- DNA 

• 213 ' Homo sapiens 

■ 220 • 
221 ■ CDS 
.■_>:>?■ (1).. (720) 

220 • 

221 sig_peptide 

222 (1) ■ • (60) 
22u 

22 1 • V region 
• 222 • (61) • - (397) 
220 

221 • C_region 

222 • (398) . . (717) 

220 • 

22 1 • unsure 

?.:: ■ (74) 

v> 3 > This base has not yet been determined. The codon 
containing this base encodes either one of He, 



m&m 2 0 0 0 -8 0W0 (P 2 0 0 O - 8 0 1 0 0 A) 



Thr, Asn or Ser. 

•. 220 • 

■221 ■ unsure 

• 222 • (80) 

,223 • This base has not yet been determined. The codon 
containing this base encodes either one of Phe, 
Ser, Tyr or Cys. 

• 220 • 

.221 ■• unsure 
■.222 • (252) 

,223> This base has not yet been determined. The codon 
containing this base highly possibly encodes Pro. 
<400> 7 

atg agg etc cct get cag etc ctg ggg ctg eta atg etc tgg gtc tct 
Met Arg Leu Pro Ala Gin Leu Leu Gly Leu Leu Met Leu Tip Val Ser 

I 5 10 15 

gga tec agt ggg gat att gtg atg ant cag tnt cca etc tec ctg ccc 
Gly Ser Ser Gly Asp lie Val Met Xaa Gin Xaa Pro Leu Ser Leu Pro 

20 25 30 

gtc acc cct gga gag ccg gec tec ate tec tgc agg tct agt cag age 
Val Thr Pro Gly Glu Pro Ala Ser He Ser Cys Arg Ser Ser Gin Ser 

35 40 45 

etc ctg cat agt aat gga aac aat tat ttg gat tgg tat ctg cag aag 
Leu Leu His Ser Asn Gly Asn Asn Tyr Leu Asp Trp Tyr Leu Gin Lys 

50 55 60 

cca ggg cag tct eta cag etc ctg ate tat ttg ggc tct aat egg gee 
Pro Gly Gin Ser Leu Gin Leu Leu lie Tyr Leu Gly Ser Asn Arg Ala 
65 TO 75 80 

tec ggg gtc ccn gac agg ttc agt ggc agt gga tea ggc aca gat ttt 
Ser Gly Val Xaa Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

aca ctg aaa ate age aga gtg gag gtt gag gat gtt ggg gtt tat tac 
Thr Leu Lys He Ser Arg Val Glu Val Glu Asp Val Gly Val Tyr Tyr 

100 105 11° 

tgc atg caa get tta caa act cca ttc act ttc ggc cct gag acc aaa 
Cvs Met Gin Ala Leu Gin Thr Pro Phe Thr Phe Gly Pro Glu Thr Lys 

115 120 125 

gtg gat ttc aaa cga act gtg get gca cca tct gtc ttc ate ttc ccg 
Val Asp Phe Lys Arg Thr Val Ala Ala Pro Ser Val Phe lie Phe Pro 

130 135 I 40 

cca tct gat gag cag ttg aaa tct gga act gec tct gtt gtg tgc ctg 
Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 150 IS 5 160 

ctg aat aac ttc tat ccc aga gag gec aaa gta cag tgg aag gtg gat 
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 
165 170 i75 

aac gee etc caa teg ggt aac tec cag gag agt gtc aca gag cag gac 
Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 
180 185 I 90 



48 



96 



144 



192 



240 



288 



336 



384 



432 



480 



528 



576 
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age aag gac age acc tac age etc age age ace ctg aeg ctg age aaa 024 
Set Lys Asp Ser ITir Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

gea gac tac gag aaa cae aaa gtt tac gee tgc gaa gtc ace cat cag G72 
Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gin 

-10 215 220 

ggc ctg agt teg ccc gtc aca aag age ttc aac agg gga gag tgt tag 720 
Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
: VJ5 230 235 240 

• 210 • 8 
211 ■ 239 
J 12 • PRT 

213 • Homo sapiens 

220 • 

221 • unsure 
- 222 • (25) 

• 223 • This amino acid has not yet been determined 

and is possibly either one of lie, Thr, 
Asn or Ser. 

• 220 • 

• 22 1 ■ unsure 

222 (27) 

223 - This amino acid has not yet been determined 

and is possibly either one of Phe, Ser, 
Tyr or Cys. 

220 • 

221 ■ unsure 

• 222 ■ (84) 

■ 223 • This amino acid has not yet been determined 

and is possibly Pro. 

■ 400 ■ 8 

Met Arg Leu Pro Ala Gin Leu Leu Gly Leu Leu Met Leu Trp Val Ser 

1 5 10 15 

Gly Ser Ser Gly Asp He Val Met Xaa Gin Xaa Pro Leu Ser Leu Pro 

20 25 30 

Val Thr Pro Gly Glu Pro Ala Ser He Ser Cys Arg Ser Ser Gin Ser 

35 40 45 

Leu Leu His Ser Asn Gly Asn Asn Tyr Leu Asp Trp Tyr Leu Gin Lys 

50 55 60 

Pro Gly Gin Ser Leu Gin Leu Leu He Tyr Leu Gly Ser Asn Arg Ala 
65 70 75 80 

Spi- Gly Val Xaa Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

Thr Leu Lys He Ser Arg Val Glu Val Glu Asp Val Gly Val Tyr Tyr 

100 105 HO 

C\s Met Gin Ala Leu Gin Thr Pro Phe Thr Phe Gly Pro Glu Thr Lys 

115 120 125 

Val Asp Phe Lys Arg Thr Val Ala Ala Pro Ser Val Phe He Phe Pro 
130 135 MO 
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Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 150 155 160 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 175 

Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gin 

210 215 220 

Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 

• 210- 9 
<211' 720 
<212> DNA 

<213 > Homo sapiens 

C220> 

-'221 > CDS 

<222- (1). . (720) 

<T220* 

' 221 > sig_peptide 
•'222 > (1).. (60) 
•'220.' 

•'221; V_region 
*222:- (61). . (397) 
<220* 

• 221 > C_region 
^222 - (398).. (717) 
-.220; 

•'221 > unsure 
<222> (230) 

• 223 > This base has not yet been determined. The codon 

containing this base encodes either one of Phe, 
Ser, Tyr or Cys. 

-,220 > 

"221> unsure 
-.222 ■ (252) 

'223 > This base has not yet been determined. The codon 
containing this base highly possibly encodes Pro. 

-.'220 > 

''221 > unsure 

• 222 > (349) 

<223> This base has not yet been determined. The codon 
containing this base either one of Leu, He or 
Val. 

^400'> 9 

atg agg etc cct get cag etc ctg ggg ctg eta atg etc tgg gtc tct 48 
Met Arg Leu Pro Ala Gin Leu Leu Gly Leu Leu Met Leu Trp Val Ser 

15 10 15 

gga tec agt ggg gat att gtg atg act cag tct cca etc tec ctg ccc 96 



<3<J3£W 2 0 0 0 - 



8 0 1 0 0 ^T2 0 0 0 - 8 0 1 0 0 A ) 



144 



Gly Ser Ser Gly Asp lie Val Met Thr Gin Ser Pro Leu Ser Leu Pro 

20 25 30 

gtc ace cct gga gag ceg gec tec ate tec tge agg tct agt cag age 
Val Thr Pro Gly Glu Pro Ala Ser He Ser Cys Arg Ser Ser Gin Ser 

35 40 45 

etc ctg cat agt aat gga aac aat tat ttg gat tgg tat ctg cag aag 192 
Leu Leu His Ser Asn Gly Asn Asn Tyr Leu Asp Trp Tyr Leu Gin Lys 

50 55 60 

cca ggg cag tct eta cag etc ctg ate tat ttg ggc tnt aat egg gee 240 
Pro Gly Gin Ser Leu Gin Leu Leu He Tyr Leu Gly Xaa Asn Arg Ala 
65 70 75 80 

tec ggg gtc ccn gac agg ttc agt ggc agt gga tea ggc aca gat ttt 288 
Ser Gly Val Xaa Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

aca ctg aaa ate age aga gtg gag gtt gag gat gtt ggg gtt tat tac 336 
Thr Leu Lys He Ser Arg Val Glu Val Glu Asp Val Gly Val Tyr Tyr 

100 105 HO 

tge atg caa get nta caa act cca ttc act ttc ggc cct gag ace aaa 384 
Cys Met Gin Ala Xaa Gin Thr Pro Phe Thr Phe Gly Pro Glu Thr Lys 

115 120 125 

gtg gat ttc aaa cga act gtg get gca cca tct gtc ttc ate ttc ccg 432 
Val Asp Phe Lys Arg Thr Val Ala Ala Pro Ser Val Phe lie Phe Pro 

130 135 140 

cca tct gat gag cag ttg aaa tct gga act gec tct gtt gtg tge ctg 480 
Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 150 155 160 

ctg aat aac ttc tat ccc aga gag gec aaa gta cag tgg aag gtg gat 528 
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 175 

aac gec etc caa teg ggt aac tec cag gag agt gtc aca gag cag gac 576 
Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

age aag gac age acc tac age etc age age acc ctg acg ctg age aaa 
Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

gca gac tac gag aaa cac aaa gtc tac gec tge gaa gtc acc cat cag 
Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gin 

210 215 220 

ggc ctg age teg ccc gtc aca aag age ttc aac agg gga gag tgt tag 720 
Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 240 

•2102 10 
•211 • 239 

212 • PRT 

213 • Homo sapiens 

220 • 

22 1 unsure 
2222 • (77) 

■223 • This amino acid has not yet been determined 
and is possibly either one of Phe, Ser, Tyr 



624 



672 
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or Cys. 

• 220 ■ 

• 221 ■ unsure 

• 222 ■ (84) 

•223-' This amino acid has not yet been determined 
and is possibly Pro. 

■ 220 ■ 

• 221 ' unsure 

• 222 % - (117) 

•223 • This amino acid has not yet been determined 

and is possibly either one of Leu, lie 

or Val. 
■^400,- 10 

Met Arg Leu Pro Ala Gin Leu Leu Gly Leu Leu Met Leu Trp Val Ser 

15 10 15 

Gly Ser Ser Gly Asp lie Val Met Thr Gin Ser Pro Leu Ser Leu Pro 

20 25 30 

Val Thr Pro Gly Glu Pro Ala Ser lie Ser Cys Arg Ser Ser Gin Ser 

35 40 45 

Leu Leu His Ser Asn Gly Asn Asn Tyr Leu Asp Trp Tyr Leu Gin Lys 

50 55 60 

Pro Gly Gin Ser Leu Gin Leu Leu lie Tyr Leu Gly Xaa Asn Arg Ala 
65 70 75 80 

Ser Gly Val Xaa Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

Thr Leu Lys He Ser Arg Val Glu Val Glu Asp Val Gly Val Tyr Tyr 

100 105 110 

Cys Met Gin Ala Xaa Gin Thr Pro Phe Thr Phe Gly Pro Glu Thr Lys 

115 120 125 

Val Asp Phe Lys Arg Thr Val Ala Ala Pro Ser Val Phe lie Phe Pro 

130 135 140 

Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 150 155 160 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 175 

Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gin 

210 215 220 

Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 

■210^ 11 
'211' 720 

• 212 > DNA 

'213 » Homo sapiens 

<220> 

■221- CDS 

■ 222/ (1). . (720) 



2 0 0 0-8 0 1 0 0 2 0 0 0 - 8 0 1 0 0 A) 



'.221 • si g peptide 
222 > (1). . (60) 
220- 

22 1 • V region 

222 ■ (Gl). . (397) 

220 ■ 

221 ■ C region 

222 • (398). . (717) 
220 • 

22 1 • unsure 
222 ■ (74) 

• 223 • This base has not yet been determined. The codon 

containing this base encodes either one of lie, 
Thr, Asn or Ser. 

220 ■ 

22 1 • unsure 

222 ■ (80) 

223 • This base has not yet been determined. The codon 

containing this base encodes either one of Phe, 
Ser, Tyr or Cys. 

220 • 

221 ' unsure 

222 • (349) 

223 ■ This base has not yet been determined. The codon 

containing this base encodes either one of Leu, 
He or Val. 

220 • 

221 • unsure 

• 222 ■ (437) 

223 • This base has not yet been determined. The codon 
containing this base encodes either one of Phe, 
Ser, Tyr or Cys. 

220 ■ 

221 • unsure 

222 • (648) 

223 • This base has not yet been determined. The codon 

containing this base highly possibly encodes Val. 
100 • 11 

atg agg etc cct get cag etc ctg ggg ctg eta atg etc tgg gtc tct 48 
Met Arg Leu Pro Ala Gin Leu Leu Gly Leu Leu Met Leu Trp Val Ser 

I 5 10 15 

gga tec agt ggg gat att gtg atg ant cag tnt cca etc tec ctg ccc 96 
Gly Ser Ser Gly Asp He Val Met Xaa Gin Xaa Pro Leu Ser Leu Pro 

20 25 30 

gtc act cct gga gag ccg gec tec ate tec tgc agg tct agt cag age 14 
Val Thr Pro Gly Glu Pro Ala Ser He Ser Cys Arg Ser Ser Gin Ser 

35 40 45 

etc ctg cat agt aat gga aac aac tat ttg gat tgg tac ctg cag aag 19 
Leu Leu His Ser Asn Gly Asn Asn Tyr Leu Asp Trp Tyr Leu Gin Lys 
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50 55 60 

cca ggg cag tct cca cag ttc ctg ate tat ttg ggt tct aat egg gec 240 

Pro Gly Gin Ser Pro Gin Phe Leu lie Tyr Leu Gly Ser Asn Arg Ala 

65 70 75 80 

tec ggg gtc cct gac agg ttc agt ggc agt gga tea ggc aca gat ttt 288 

Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

aca ctg aaa ate age aga gtg gag get gag gat gtt ggg gtt tat tac 336 

Thr Leu Lys lie Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr 

100 105 110 

tgc atg caa get nta caa att cca ttc act ttc ggc cct ggg ace aaa 384 
Cys Met Gin Ala Xaa Gin lie Pro Phe Thr Phe Gly Pro Gly Thr Lys 

115 120 125 

gtg gat ate aaa cga act gtg get gca cca tct gtc ttc ate ttc ccg 432 
Val Asp He Lys Arg Thr Val Ala Ala Pro Ser Val Phe He Phe Pro 

130 135 140 

cca tnt gat gag cag ttg aaa tct gga act gec tct gtt gtg tgc ctg 480 
Pro Xaa Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 150 155 160 

ctg aat aac ttc tat ccc aga gag gec aaa gta cag tgg aag gtg gat 528 
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 175 

aac gee etc caa teg ggt aac tec cag gag agt gtc aca gag cag gac 576 
Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

age aag gac age acc tac age etc age age acc ctg acg ctg age aaa 624 
Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

gca gac tac gag aaa cac aaa gtn tac gee tgc gaa gtc acc cat cag 672 
Ala Asp Tyr Glu Lys His Lys Xaa Tyr Ala Cys Glu Val Thr His Gin 

210 215 220 

ggc ctg age teg ccc gtc aca aag age ttc aac agg gga gag tgt tag 720 
Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 240 

■210' 12 
'211 > 239 
'212' PRT 

s213> Homo sapiens 
<220 ■ 

«■ 22 1 > unsure 
•'222 - (25) 

"223 * This amino acid has not yet been determined 
and is possibly either one of lie, Thr, 
Asn or Ser. 

< 220 • 

' 221 ' unsure 
•'222 ^ (27) 

•'223 • This amino acid has not yet been determined 
and is possibly either one of Phe, Ser, 
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Tyr or Cys. 

220 ■ 

221 ■ unsure 

222 (117) 

223 • This amino acid has not yet been determined 

and is possibly either one of Leu, He 
or Val. 

• 220 ■ 

• 221 ' unsure 

• 222 • (146) 

• 223 ' This amino acid has not yet been determined 

and is possibly either one of Phe, Ser, 
Tyr or Cys. 

• 220 ■ 

••221 > unsure 
.222 • (216) 

•223-> This amino acid has not yet been determined 
and is possibly Val. 
100 > 12 

Met Arg Leu Pro Ala Gin Leu Leu Gly Leu Leu Met Leu Trp Val Ser 

15 10 15 

Gly Ser Ser Gly Asp He Val Met Xaa Gin Xaa Pro Leu Ser Leu Pro 

20 25 30 

Val Thr Pro Gly Glu Pro Ala Ser He Ser Cys Arg Ser Ser Gin Ser 

35 40 45 

Leu Leu His Ser Asn Gly Asn Asn Tyr Leu Asp Trp Tyr Leu Gin Lys 

50 55 60 

Pro Gly Gin Ser Pro Gin Phe Leu He Tyr Leu Gly Ser Asn Arg Ala 
65 70 75 80 

Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

Thr Leu Lys He Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr 

100 105 HO 

Cys Met Gin Ala Xaa Gin He Pro Phe Thr Phe Gly Pro Gly Thr Lys 

115 120 125 

Val Asp He Lys Arg Thr Val Ala Ala Pro Ser Val Phe He Phe Pro 

130 135 HO 

Pro Xaa Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 150 155 160 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 175 

Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

Ma Asp Tyr Glu Lys His Lys Xaa Tyr Ala Cys Glu Val Thr His Gin 

210 215 220 

Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 

',210> 13 




(4mm 2000-80100 (P2000-80 100A) 

211 ■ 720 

•,212." DNA 

-213- Homo sapiens 

• 220 ■ 
'221 ■ CDS 
<222> (1). . (720) 

• 220 ■ 

• 221 > sig_peptide 
<222 > (1). . (60) 
s220> 

<221> Vregion 
-222> (61). . (397) 
••220> 

^221 > C_region 
■:222> (398). . (717) 

220^ 
<221> unsure 
<222> (465) 

<223> This base has not yet been determined. The codon 
containing this base highly possibly encodes Ala. 
<400; 13 

atg agg etc cct get cag etc ctg ggg ctg eta atg etc tgg gtc tct 48 
Met Arg Leu Pro Ala Gin Leu Leu Gly Leu Leu Met Leu Trp Val Ser 

15 10 15 

ggt tec agt ggg gat att gtg atg act cag tec cca etc tec ctg ccc 96 
Gly Ser Ser Gly Asp He Val Met Thr Gin Ser Pro Leu Ser Leu Pro 

20 25 30 

gtc ace cct gga gag ccg gee tec ate tec tgc agg tct agt cag age 144 
Val Thr Pro Gly Glu Pro Ala Ser lie Ser Cys Arg Ser Ser Gin Ser 

35 40 45 

etc ctg cat agt aat ggg aat aac tat ttg gat tgg tac ctg cag aag 192 
Leu Leu His Ser Asn Gly Asn Asn Tyr Leu Asp Trp Tyr Leu Gin Lys 

50 55 60 

cca ggg cag tct cca cag etc ctg ate tat ttg ggt tct aat egg gee 240 
Pro Gly Gin Ser Pro Gin Leu Leu lie Tyr Leu Gly Ser Asn Arg Ala 
65 70 75 80 

tec ggg gtc cct gac agg ttc agt ggc agt gga tea ggc aca gat ttt 288 
Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

aca ctg aaa ate age agg gtg gag get gag gat gtg ggg att tat tac 336 
Thr Leu Lys He Ser Arg Val Glu Ala Glu Asp Val Gly He Tyr Tyr 

100 105 110 

tgc atg caa get eta caa act cca ttc act ttc ggc cct ggg acc aaa 384 
Cys Met Gin Ala Leu Gin Thr Pro Phe Thr Phe Gly Pro Gly Thr Lys 

115 120 125 

gtg gat ate aaa cga act gtg get gca cca tct gtc ttc ate ttc ccg 432 
Val Asp lie Lys Arg Thr Val Ala Ala Pro Ser Val Phe lie Phe Pro 

130 135 140 

cca tct gat gag cag ttg aaa tct gga act gen tct gtt gtg tgc ctg 480 
Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Xaa Ser Val Val Cys Leu 



(45**M 2 0 0 0 
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145 150 155 160 

ctg aat aac ttc tat ccc aga gag gcc aaa gta cag tgg aag gtg gat 5/8 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Tip Lys Val Asp 

165 170 175 

aac gcc etc caa teg ggt aac tec cag gag agt gtc aca gag cag gac 576 
Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

age aag gac age acc tac age etc age age acc ctg acg ctg age aaa 624 
Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

gca gac tac gag aaa cac aaa gtc tac gcc tgc gaa gtc acc cat cag 672 
Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gin 
210 215 220 

ggc ctg age teg ccc gtc aca aag age ttc aac agg gga gag tgt tag 720 
Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 240 

'•.210 • 14 
■ 211 > 239 

• 212^ PRT 

213 • Homo sapiens 

• 220 > 

•:221 N unsure 

• 222 - (155) 

• 223 • This amino acid has not yet been determined 

and is possibly Ala. 
■400 ■ 14 

Met Arg Leu Pro Ala Gin Leu Leu Gly Leu Leu Met Leu Trp Val Ser 

15 10 15 

Gly Ser Ser Gly Asp lie Val Met Thr Gin Ser Pro Leu Ser Leu Pro 

20 25 30 

Val Thr Pro Gly Glu Pro Ala Ser lie Ser Cys Arg Ser Ser Gin Ser 

35 40 45 

Leu Leu His Ser Asn Gly Asn Asn Tyr Leu Asp Trp Tyr Leu Gin Lys 
50 55 60 

Pro Gly Gin Ser Pro Gin Leu Leu He Tyr Leu Gly Ser Asn Arg Ala 
65 70 75 80 

Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

Thr Leu Lys He Ser Arg Val Glu Ala Glu Asp Val Gly He Tyr Tyr 

100 105 HO 

Cys Met Gin Ala Leu Gin Thr Pro Phe Thr Phe Gly Pro Gly Thr Lys 

115 120 125 

Val Asp lie Lys Arg Thr Val Ala Ala Pro Ser Val Phe He Phe Pro 

130 135 140 

Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Xaa Ser Val Val Cys Leu 
145 150 155 160 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 
165 170 175 



(4mm 2000-80 100 (P 2 000-80 100 A) 



Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gin 

210 215 220 

Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 

-210 ■ 15 
■•211* 720 
'212 ■ DNA 

'213 ■ Homo sapiens 

s220> 

■'221 > CDS 

<222> (1). • (720) 

<220 ■ 

<221 N> sig_peptide 
<222> (1). . (60) 
'.220 

<221> Vregion 

■ 222 • (61). . (397) 

• 220/ 

'221 > C_region 

■ 222-« (398). . (717) 
<220^ 

• 221 .• unsure 
^222<> (14) 

<223> This base has not yet been determined. The codon 
containing this base encodes either one of Val, 
Ala, Asp or Gly. 

%220 • 

< 22 1 > unsure 

■ 222 > (39) 

<223> This base has not yet been determined. The codon 
containing this base highly possibly encodes Leu. 

<220^ 

'.22 1 / unsure 
<222^ (74) 

'223 * This base has not yet been determined. The codon 
containing this base encodes either one of He, 
Thr, Asn or Ser. 

■ 220- 

•'221 * unsure 
',222' (80) 

■223» This base has not yet been determined. The codon 
containing this base encodes either one of Phe, 
Ser, Tyr or Cys. 

• 220 ■ 

•221 • unsure 

• 222 > (648) 



(47^^ 2 0 0 0 - 8 0 1 0 0 (P 2 000 — 80 1 00 A) 



48 



96 



<223> This base has not yet been determined. The codon 
containing this base highly possibly encodes Val. 
<400 > 15 

atg agg etc cct gnt cag etc ctg ggg ctg eta atg ctn tgg gtc tct 
Met Arg Leu Pro Xaa Gin Leu Leu Gly Leu Leu Met Xaa Trp Val Ser 

X 5 10 I 5 

gga tec agt ggg gat att gtg atg ant cag tnt cca etc tec ctg ccc 
Gly Ser Ser Gly Asp lie Val Met Xaa Gin Xaa Pro Leu Ser Leu Pro 

20 25 30 

gtc acc cct gga gag ccg gec tec ate tec tgc agg tct agt cag age 144 
Val Thr Pro Gly Glu Pro Ala Ser lie Ser Cys Arg Ser Ser Gin Ser 

35 40 45 

etc ctt cat agt aat gga tac aac tat ttg gat tgg ttc ctg cag aag 
Leu Leu His Ser Asn Gly Tyr Asn Tyr Leu Asp Trp Phe Leu Gin Lys 

50 55 60 

cca ggg cag tct cca cag etc ctg ate tat ttg ggt tct aat egg gec 
Pro Gly Gin Ser Pro Gin Leu Leu lie Tyr Leu Gly Ser Asn Arg Ala 
65 70 75 80 

tec ggg gtc cct gac agg ttc agt ggc agt gga tea ggc aca gat ttt 
Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

aca ctg aaa ate age aga gtg gag get gag gat gtt ggg gtt tat tac 
Thr Leu Lys Tie Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr 

100 105 HO 

tgc atg caa get eta caa act cca ttc act ttc ggc cct ggg acc aaa 
Cys Met Gin Ala Leu Gin Thr Pro Phe Thr Phe Gly Pro Gly Thr Lys 

115 120 125 

gtg gat ate aaa cga act gtg get gca cca tct gtc ttc ate ttc ccg 
Val Asp He Lys Arg Thr Val Ala Ala Pro Ser Val Phe He Phe Pro 

130 135 HO 

cca tct gat gag cag ttg aaa tct gga act gec tct gtt gtg tgc ctg 
Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 150 155 160 

ctg aat aac ttc tat ccc aga gag gec aaa gta cag tgg aag gtg gat 
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 175 

aac gec etc caa teg ggt aac tec cag gag agt gtc aca gag cag gac 
Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

age aag gac age acc tac age etc age age acc ctg acg ctg age aaa 
Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

gca gac tac gag aaa cac aaa gtn tac gec tgc gaa gtc acc cat cag 
Ala Asp Tyr Glu Lys His Lys Xaa Tyr Ala Cys Glu Val Thr His Gin 
210 215 220 



ggc ctg age teg ccc gtc aca aag age ttc aac agg gga gag tgt tag 
Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
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211- 239 

212 » PRT 

213 » Homo sapiens 

220 ' 

?21 • unsure 

222 > (5) 

223 > This amino acid has not yet been determined 
and is possibly either one of Val, Ala, 
Asp or Gly. 

v220- 

v 221 > unsure 
v222> (13) 

v'223' This amino acid has not yet been determined 
and is possibly Leu. 

* 220 ' 

«'221 ' unsure 
'222> (25) 

<223 - This amino acid has not yet been determined 
and is possibly either one of He, Thr, 
Asn or Ser. 

■.220 ■■ 

'221 * unsure 
-.222 > (27) 

'223.- This amino acid has not yet been determined 
and is possibly either one of Phe, Ser, 
Tyr or Cys. 

<220> 

<221 v unsure 
<222 ' (216) 

<223> This amino acid has not yet been determined 

and is possibly Val. 
• 400 > 16 

Met Arg Leu Pro Xaa Gin Leu Leu Gly Leu Leu Met Xaa Trp Val Ser 

I 5 10 15 

Gly Ser Ser Gly Asp lie Val Met Xaa Gin Xaa Pro Leu Ser Leu Pro 

20 25 30 

Val Thr Pro Gly Glu Pro Ala Ser lie Ser Cys Arg Ser Ser Gin Ser 

35 40 45 

Leu Leu His Ser Asn Gly Tyr Asn Tyr Leu Asp Trp Phe Leu Gin Lys 

50 55 60 

Pro Gly Gin Ser Pro Gin Leu Leu lie Tyr Leu Gly Ser Asn Arg Ala 

65 70 75 

Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

Thr Leu Lys He Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr 

100 105 n° 

Cys Met Gin Ala Leu Gin Thr Pro Phe Thr Phe Gly Pro Gly Thr Lys 

115 120 125 

Val Asp He Lys Arg Thr Val Ala Ala Pro Ser Val Phe He Phe Pro 
130 135 I 40 
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Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 150 155 160 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 i:o 175 

Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

Ala Asp Tyr Glu Lys His Lys Xaa Tyr Ala Cys Glu Val Thr His Gin 

2\Q 215 220 

Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 

• 210 ■ 17 
•211 ■ 720 

• 212 * DNA 

213 • Homo sapiens 
•.220 > 

• 22 I > CDS 

• 222 > (1). • (720) 

• 220 ' 

• 221 > sig„peptide 

• 222 • (1). . (60) 

• 220 • 

22 1 .• Vregion 

222 • (61). . (397) 

• 220 ■ 

.221 * V_region 

■ 222 • (398). . (717) 

. 220 • 

221 ■• unsure 

- 222 • (7) 

223 • This base has not yet been determined. The codon 

containing this base encodes either one of Phe, 
Leu, He or Val. 

-220 > 

'221 » unsure 

222 > (11) 

- 223- This base has not yet been determined. The codon 

containing this base encodes either one of Leu, 
Pro, His or Arg. 

22<> ■ 

221 1 unsure 
• 222 • (80) 

223' This base has not yet been determined. The codon 
containing this base encodes either one of Phe, 
Ser, Tyr or Cys. 

220 ■ 

.22 1 • unsure 
<.>22 • (349) 

<?2J.. This base has not yet been determined. The codon 



(50ttM 2 000-80100 (P 2 0 0 0 -8 0 lOOA) 



containing this base encodes either one of Leu, 
lie or Val. 
<;400* 17 

atg agg ntc cnt get cag etc ctg ggg ctg eta atg ttc tgg gtc tct 
Met Arg Xaa Xaa Ala Gin Leu Leu Gly Leu Leu Met Phe Trp Val Ser 

15 10 15 

gg a tec agt ggg gat att gtg atg act cag tnt cca etc tec ctg ccc 
Gly Ser Ser Gly Asp lie Val Met Thr Gin Xaa Pro Leu Ser Leu Pro 

20 25 30 

gtc acc cct gga gag ccg gec tec att tec tgc agg tct agt cag age 
Val Thr Pro Gly Glu Pro Ala Ser He Ser Cys Arg Ser Ser Gin Ser 

35 40 45 

etc ctg cat agt aat gga aac aac tat ttg gat tgg tac ctg cag aag 
Leu Leu His Ser Asn Gly Asn Asn Tyr Leu Asp Trp Tyr Leu Gin Lys 

50 55 60 

cca ggg cag tct cca cag ttc ctg ate tat ttg ggt tct aat egg gec 
Pro Gly Gin Ser Pro Gin Phe Leu lie Tyr Leu Gly Ser Asn Arg Ala 
65 " 70 75 80 

tec ggg gtc cct gac agg ttc agt ggc agt gga tea ggc aca gat ttt 
Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

aca ctg aaa ate age aga gtg gag get gag gat gtt ggg gtt tat tac 
Thr Leu Lys He Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr 

100 105 HO 

tgc atg caa get nta caa act cca ttc act ttc ggc cct ggg acc aaa 
Cys Met Gin Ala Xaa Gin Thr Pro Phe Thr Phe Gly Pro Gly Thr Lys 

115 120 125 

gtg gat ate aaa cga act gtg get gca cca tct gtc ttc ate ttc ccg 
Val Asp lie Lys Arg Thr Val Ala Ala Pro Ser Val Phe lie Phe Pro 

130 135 140 

cca tct gat gag cag ttg aaa tct gga act gee tct gtt gtg tgc ctg 
Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 150 155 160 

ctg aat aac ttc tat ccc aga gag gee aaa gta cag tgg aag gtg gat 
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 175 

aac gec etc caa teg ggt aac tec cag gag agt gtc aca gag cag gac 
Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

age aag gac age acc tac age etc age age acc ctg acg ctg age aaa 
Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

gca gac tac gag aaa cac aaa gtc tac gee tgc gaa gtc acc cat cag 
Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gin 

210 215 220 

ggc ctg age teg ccc gtc aca aag age ttc aac agg gga gag tgt tag 
Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
oo 5 230 235 240 

-210 - 18 
211 > 239 
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2 I 2 > PR T 

■ 213 - Homo sapiens 

■ >20- 

22 1 unsure 
222 ■ (3) 

•223- This amino acid has not yet been determined 
and is possibly either one of Phe, Leu, 
lie or Val. 

• 220 • 

• 221 ' unsure 

• 222 • (4) 

■223- This amino acid has not yet been determined 
and is possibly either one of Leu, Pro, 
His or Arg. 

220 • 

• 221 - unsure 
22.2 ■ (27) 

■223 * This amino acid has not yet been determined 
and is possibly either one of Phe, Ser, 
Tyr or Cys. 

■ 220 • 

• 221 • unsure 
222 > (117) 

223 > This amino acid has not yet been determined 
and is possibly either one of Leu, He 
or Val. 
■ 400> 18 

Met Arg Xaa Xaa Ala Gin Leu Leu Gly Leu Leu Met Phe Trp Val Ser 

15 10 15 

Gly Ser Ser Gly Asp lie Val Met Thr Gin Xaa Pro Leu Ser Leu Pro 

20 25 30 

Val Thr Pro Gly Glu Pro Ala Ser He Ser Cys Arg Ser Ser Gin Ser 

35 40 45 

Leu Leu His Ser Asn Gly Asn Asn Tyr Leu Asp Trp Tyr Leu Gin Lys 

50 55 60 

Pro Gly Gin Ser Pro Gin Phe Leu He Tyr Leu Gly Ser Asn Arg Ala 
65 70 75 80 

Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

Thr Leu Lys He Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr 

100 105 HO 

Cys Met Gin Ala Xaa Gin Thr Pro Phe Thr Phe Gly Pro Gly Thr Lys 

115 120 125 

Val Asp He Lys Arg Thr Val Ala Ala Pro Ser Val Phe He Phe Pro 

130 135 140 

Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 150 155 160 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 1-5 

Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 
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180 185 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gin 

210 215 220 

Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 

■'210' 19 
-211 • 720 
•' 212 • DNA 

213^ Homo sapiens 
• 220 • 
<221 ' CDS 
•222' (1).. (720) 
<220* 

\221 • sig_peptide 
*222> (1). . (60) 
<220> 

<.221 > V_region 
<222-- (61). . (397) 
■ 220 • 

•/22n C_region 
'.222' (398). . (717) 
<220; 

<221> unsure 
<222^ (74) 

<.'223 •• This base has not yet been determined. The codon 
containing this base encodes either one of lie, 
Thr, Asn or Ser. 

•: 220 * 

\22l unsure 
' 222 ■ (80) 

•-223 - This base has not yet been determined. The codon 
containing this base encodes either one of Phe, 
Ser, Tyr or Cys. 

'220/ 

' 221 > unsure 
<222> (637) 

'-223^ This base has not yet been determined. The codon 
containing this base encodes either one of Gin, 
Lys or Glu. 

•:220> 

•'221 • unsure 
'.222- (643) 

• 223/ This base has not yet been determined. The codon 
containing this base encodes either one of Gin, 
Lys or Glu. 

- 220.- 

•'221 % unsure 
«'222 ■ (657) 
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(223/ This base has not yet been determined. The coclon 
cintaining this base encodes Cys or Tip. 

220 • 

221 • unsure 

222 > (659) 

223 • This base has not yet been determined. The codon 

containing this base either one of Val, Ala, Glu 
or Gly. 

220 • 

22 1 • unsure 
222 • (665) 

223' This base has not yet been determined. The codon 
containing this base encodes either one of lie, 
Thr, Asn or Ser. 
•;400 > 19 

atg agg etc cct get cag etc ctg ggg ctg eta atg etc tgg gtc tct 
Met Arg Leu Pro Ala Gin Leu Leu Gly Leu Leu Met Leu Trp Val Ser 

I 5 10 I 5 

gga tec agt ggg gat att gtg atg ant cag tnt cca etc tec ctg ccc 
Gly Ser Ser Gly Asp lie Val Met Xaa Gin Xaa Pro Leu Ser Leu Pro 

20 25 30 

gtc acc cct gga gag ccg gec tec ate tec tgc agg tct agt cag age 
Val Thr Pro Gly Glu Pro Ala Ser lie Ser Cys Arg Ser Ser Gin Ser 

35 40 45 

etc ctg aat agt aat gga tac aac tat ttc gat tgg tac ctg cag aag 
Leu Leu Asn Ser Asn Gly Tyr Asn Tyr Phe Asp Trp Tyr Leu Gin Lys 

50 55 60 

cca ggg cag tct cca cag etc ctg ate tat ttg ggt tct aat egg gec 
Pro Gly Gin Ser Pro Gin Leu Leu lie Tyr Leu Gly Ser Asn Arg Ala 
65 70 75 80 

tec ggg gtc cct gac agg ttc agt ggc agt gga tea ggc aca gat ttt 
Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

aca ctg aaa ate age aga gtg gag get gag gat gtt ggg gtt tat tac 
Thr Leu Lys lie Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr 

100 105 HO 

tgc atg caa act eta caa act cca ttc act ttc ggc cct ggg acc aaa 
Cys Met Gin Thr Leu Gin Thr Pro Phe Thr Phe Gly Pro Gly Thr Lys 

115 120 125 

gtg gat ate aaa cga act gtg get gca cca tct gtc ttc ate ttc ccg 
Val Asp lie Lys Arg Thr Val Ala Ala Pro Ser Val Phe lie Phe Pro 

130 135 140 

cca tct gat gag cag ttg aaa tct gga act gec tct gtt gtg tgc ctg 
Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 150 155 160 

ctg aat aac ttc tat ccc aga gag gec aaa gta cag tgg aag gtg gat 
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 175 

aac gec etc caa teg ggt aac tec cag gag agt gtc aca gag cag gac 
Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 
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180 185 190 

aac aag gac age acc tac age etc age age ace ctg acg gtg age aaa 
Asn Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Val Ser Lys 

195 200 205 

gca gaa tac gag naa cac naa gtt tac gec tgn gna gtc anc cat cag 
Ala Glu Tyr Glu Xaa His Xaa Val Tyr Ala Xaa Xaa Val Xaa His Gin 

210 215 220 

ggc ctg age teg ccc gtc aca aag age ttc aac agg gga gag tgt tag 
Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 240 

•:210> 20 
. 211 - 239 
'212> PRT 

•213 • Homo sapiens 

'22<T- 

\22l " unsure 

• 222> (25) 

s223.> This amino acid has not yet been determined 
and is possibly either one of He, Thr, 
Asn or Ser. 

• 220/ 

■'221> unsure 
•'222 ' (27) 

« 223,> This amino acid has not yet been determined 
and is possibly either one of Phe, Ser, 
Tyr or Cys. 

• 220 ■ 

' 221 ■ unsure 
'222 (213) 

'223-* This amino acid has not yet been determined 
and is possibly either one of Gin, Lys 
or Glu. 

• 220 

-.221 ' unsure 
■,222V (215) 

•:223 • This amino acid has not yet been determined 
and is possibly either one of Gin, Lys 
or Glu. 

•;220.- 

'221 * unsure 
••222 ■ (219) 

'.223/ This amino acid has not yet been determined 
and is possibly Cys or Trp. 

• 220 ■ 

• 221 unsure 
-.222^ (220) 

-223^ This amino acid has not yet been determined 
and is possibly either one of Val, Ala, 
Glu or Gly. 

•;220> 
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' 2 '.' 1 > unsure 

V222> (222) 

<223 > This amino acid has not yet been determined 

and is possibly either one of lie, Thr. 

Asn or Ser. 
<400> 20 

Met Arg Leu Pro Ala Gin Leu Leu Gly Leu Leu Met Leu Tip Val Ser 

I 5 10 15 

Gly Ser Ser Gly Asp He Val Met Xaa Gin Xaa Pro Leu Ser Leu Pro 

20 25 30 

Val Thr Pro Gly Glu Pro Ala Ser lie Ser Cys Arg Ser Ser Gin Ser 

35 40 45 

Leu Leu Asn Ser Asn Gly Tyr Asn Tyr Phe Asp Trp Tyr Leu Gin Lys 

50 55 60 

Pro Gly Gin Ser Pro Gin Leu Leu lie Tyr Leu Gly Ser Asn Arg Ala 
65 70 75 80 

Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

Thr Leu Lys lie Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr 

100 105 110 

Cys Met Gin Thr Leu Gin Thr Pro Phe Thr Phe Gly Pro Gly Thr Lys 

115 120 125 

Val Asp He Lys Arg Thr Val Ala Ala Pro Ser Val Phe He Phe Pro 
130 135 140 

Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 150 155 160 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 175 

Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

Asn Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Val Ser Lys 

195 200 205 

Ala Glu Tyr Glu Xaa His Xaa Val Tyr Ala Xaa Xaa Val Xaa His Gin 

210 215 220 

Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 

■ 210 ■ 21 
211 • 720 

• 212 • DNA 

• 213 ■ Homo sapiens 

• 220 ■ 

• 221 • CDS 

• 222 • (1). . (720) 

• 220 • 

• 22 1 • sig peptide 

• 222 ■ (1). . (60) 

220 • 

22 1 ■ Vregion 
.222 > (61). . (397) 
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■ 220 ■ 

221 • Cregion 

• 222 • (398). . (717) 

• 220'- 

• 221 ■ unsure 

222 - (1). . (2) 

• 223-' These bases have not yet been determined. The 

codon containing these bases highly possibly 
encodes Met. 

• 220-- 

• 221 * unsure 

■ 222'- (7) 

• 223 * This base has not yet been determined. The codon 

containing this base encodes either one of Phe, 
Leu, He or Val. 

<220> 

' 221 > unsure 
«'222> (11). . (12) 

'223> These bases have not yet been determined. The 

codon containing these bases encodes either one of 
Leu, Pro, His, Gin or Arg. 

• 220 ■ 

\221 > unsure 
■222> (14) 

•223' This base has not yet been determined. The codon 
containing this base encodes either one of Val, 
Ala, Asp or Gly. 

• 220 > 

• 221 • unsure 
-.222* (31) 

■223"> This base has not yet been determined. The codon 
containing this base encodes either Leu, He or 
Val. 

• 220^ 

• 221 ■ unsure 
•'222.- (47) 

-223/ This base has not yet been determined. The codon 
containing this base encodes either one of Phe, 
Ser, Tyr or Cys. 

<220> 

221 > unsure 
•'222 ■ (74) 

•223^ This base has not yet been determined. The codon 
containing this base encodes either one of lie, 
Thr, Asn or Ser. 

•'220 ■ 

• 221 ■> unsure 

• 222 > (80) 

v223' This base has not yet been determined. The codon 
containing this base encodes either one of Phe, 
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Ser, Tyr or Cys. 

'220 > 

• 22 1 '.' unsure 
■ 222 • (87) 

223 > This base has not yet been determined. The codon 
containing this base highly possibly encodes Leu. 

• 220 ■ 

221 • unsure 

222 ■ (88) 

223 • This base has not yet been determined. The codon 

containing this base encodes either one of Phe. 
Leu, He or Val. 

220 ■ 

• 2:21 • unsure 
- 222 • (349) 

223 - This base has not yet been determined. The codon 
containing this base encodes either one of Leu, 
lie or Val. 

• 220 ■ 

221 » unsure 

222 • (648) 

223 • This base has not yet been determined. The codon 

containing this base highly possibly encodes Val. 

• 220 • 
221 ■ unsure 

• 222 • (693) 

■ 223 • This base has not yet been determined. The codon 
containing this base highly possibly encodes Thr. 

• 400 ■ 21 

nng agg ntc cnn gnt cag etc ctg ggg ctg nta atg etc tgg gtc 
Xaa Arg Xaa Xaa Xaa Gin Leu Leu Gly Leu Xaa Met Leu Trp Val 
15 10 15 

gga tec agt ggg gat att gtg atg ant cag tnt cca ctn ntc ctg 
Gly Ser Ser Gly Asp lie Val Met Xaa Gin Xaa Pro Xaa Xaa Leu 

20 25 30 

gtc acc cct gga gag ccg gec tec ate tec tgt agg tct ggt cag 
Val Thr Pro Gly Glu Pro Ala Ser He Ser Cys Arg Ser Gly Gin 

35 40 45 

etc ctg cat aga aat gga aac acc tat ttg gat tgg tac ctg cag 
Leu Leu His Arg Asn Gly Asn Thr Tyr Leu Asp Trp Tyr Leu Gin 
50 55 60 

cca ggg cag tec cca cag etc ctg ate tat ttg ggt tct gat egg 

Pro Gly Gin Ser Pro Gin Leu Leu He Tyr Leu Gly Ser Asp Arg 

65 70 75 

tec ggg gtc cct gac agg ttc agt ggc agt gga tea ggc aca gat 

Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp 

85 90 95 

aca ctg aaa ate age aga gtg gag get gag gat gtt ggg gtt tat 



tnt 48 
Xaa 

ccc 96 
Pro 

cgc 144 
Arg 

aag 192 
Lvs 



gee 240 
Ala 
80 

ttc 288 
Phe 



tac 336 
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Thr Leu Lys lie Ser Arg VaL Glu Ala Glu Asp Val Gly Val Tyr Tyr 

100 105 HO 

tgc atg caa get nta caa att cca ttc act ttc ggc cct ggg acc aaa 384 
Cys Met Gin Ala Xaa Gin lie Pro Phe Thr Phe Gly Pro Gly Thr Lys 

115 120 125 

gtg gat ate aaa cga act gtg get gca cca tct gtc ttc ate ttc ccg 432 
Val Asp lie Lys Arg Thr Val Ala Ala Pro Ser Val Phe He Phe Pro 

130 135 140 

cca tct gat gag cag ttg aaa tct gga act gec tct gtt gtg tgc ctg 480 
Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 150 155 160 

ctg aat aac ttc tat ccc aga gag gec aaa gta cag tgg aag gtg gat 528 
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 175 

aac gec etc caa teg ggt aac tec cag gag agt gtc aca gag cag gac 576 
Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 

180 185 190 

age aag gac age acc tac age etc age age acc ctg acg ctg age aaa 624 
Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

gca gac tac gag aaa cac aaa gtn tac gec tgc gaa gtc acc cat cag 672 
Ala Asp Tyr Glu Lys His Lys Xaa Tyr Ala Cys Glu Val Thr His Gin 

210 215 220 

ggc ctg age teg ccc gtc acn aag age ttc aac agg gga gag tgt tag 720 
Gly Leu Ser Ser Pro Val Xaa Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 240 

-'210 > 22 
•'211 > 239 
<212> PRT 

• 213> Homo sapiens 

<220 ■ 

<221 N unsure 
'.222' (1) 

<223> This amino acid has not yet been determined 
and is possibly Met. 

s220' 

■221 • unsure 
s222> (3) 

223.' This amino acid has not yet been determined 
and is possibly either one of Phe, Leu, 
lie or Val. 

220 ^ 
-.221 > unsure 
• 222.- (4) 

••223*- This amino acid has not yet been determined 
and is possibly either one of Leu, Pro, 
His, Gin or Arg. 

<• 220 ■> 

^'221 • unsure 
<222 > (5) 
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'223> This amino acid has not yet been determined 
and is possibly either one of Val. Ala. 
Asp or Gly. 

■ ..' JU 

• 22 I • unsure 

• 222 (ID 

• 221 ■ This amino acid has not yet been determined 

and is possibly either one of Leu, He 
or Val. 

•J 20 ■ 

. 22 1 • unsure 

222 ■ (16) 

223 ■ This amino acid has not yet been determined 

and is possibly either one of Phe, Ser, 
Tyr or Cys. 

■ 220 • 

2? I ' unsure 
■-222 • (25) 

• 223 ' This amino acid has not yet been determined 

and is possibly either one of He, Thr, 
Asn or Ser. 

220 * 

221 ■ unsure 

• 222 ■ (27) 

223-' This amino acid has not yet been determined 
and is possibly either one of Phe, Ser, 
Tyr or Cys. 

-.220 ■ 

• 221 • unsure 

■ 222 ■ (29) 

• 223 ■ This amino acid has not yet been determined 

and is possibly Leu. 

• 220 ■ 

221 ■ unsure 

• 222 ■ (30) 

■223- This amino acid has not yet been determined 
and is possibly either one of Phe, Leu, 
He or Val. 

220 • 

22 1 • unsure 

222 ■ (117) 

223' This amino acid has not yet been determined 
and is possibly either one of Leu. He 
or Val. 

220 • 

22 1 • unsure 

222 • (216) 

223' This amino acid has not yet been determined 
and is possibly Val. 

220/ 
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• 221 • unsure 
■'222 • (231) 

• 223 • This amino acid has not yet been determined 

and is possibly Thr. 
400 ■ 22 

Xaa Arg Xaa Xaa Xaa Gin Leu Leu Gly Leu Xaa Met Leu Trp Val Xaa 

15 10 15 

Gly Ser Ser Gly Asp lie Val Met Xaa Gin Xaa Pro Xaa Xaa Leu Pro 

20 25 30 

Val Thr Pro Gly Glu Pro Ala Ser lie Ser Cys Arg Ser Gly Gin Arg 

35 40 45 

Leu Leu His Arg Asn Gly Asn Thr Tyr Leu Asp Trp Tyr Leu Gin Lys 

50 55 60 

Pro Gly Gin Ser Pro Gin Leu Leu lie Tyr Leu Gly Ser Asp Arg Ala 
G5 70 75 80 

Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe 

85 90 95 

Thr Leu Lys lie Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr 

100 105 110 

Cys Met Gin Ala Xaa Gin He Pro Phe Thr Phe Gly Pro Gly Thr Lys 

115 120 125 

Val Asp lie Lys Arg Thr Val Ala Ala Pro Ser Val Phe lie Phe Pro 

130 135 140 

Pro Ser Asp Glu Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu 
145 150 155 160 

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp 

165 170 175 

Asn Ala Leu Gin Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gin Asp 
180 185 190 

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys 

195 200 205 

Ala Asp Tyr Glu Lys His Lys Xaa Tyr Ala Cys Glu Val Thr His Gin 

210 215 220 

Gly Leu Ser Ser Pro Val Xaa Lys Ser Phe Asn Arg Gly Glu Cys 
225 230 235 

.210/ 23 
•;21T> 429 
:212 > DNA 

■ 213/ Homo sapiens 
.220* 

• 221 - CDS 

• 222 ■ (1). . (429) 
■'220> 

< 221 > sig_peptide 

• 222> (1). • (57) 
<220- 

'221? V_region 
-222- (58). . (429) 

• 220/ 



U5l**M 2 0 0 0 - 8 0 1 0 U I P 20 U 0-80 100 A 



2 21 > N_region 

222 > (352) . . (354) 
220/ 

221 ' N_ region 

222 • (370). . (373) 
400 > 23 

atg gaa ttt ggg ctg age tgg gtt ttc etc gtt get ctt tta aga ggt 
Met Glu Phe Gly Leu Ser Tip Val Phe Leu Val Ala Leu Leu Arg Gly 

1 5 10 15 

gtc cag tgt cag gtg cag ctg gtg gag tct ggg gga ggc gtg gtc cag 
Val Gin Cys Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 30 

cct ggg ggg tec ctg aga etc tec tgt gca gcg tct gga ttc ace ttc 
Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 

35 40 45 

agt acc tat ggc atg cac tgg gtc cgc cag get cca ggc aag ggg ctg 
Ser Thr Tyr Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu 

50 55 60 

gag tgg gtg gca gtt ata tgg ttt gat gga agt cat aaa tac tat gca 
Glu Trp Val Ala Val He Trp Phe Asp Gly Ser His Lys Tyr Tyr Ala 
65 70 75 80 

gac tec gtg aag ggc cga ttc acc ate tec aga gac aat tec aag aac 
Asp Ser Val Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn 

85 90 95 

acg ctg tat ctg caa atg aac age ctg aga gee gag gac acg get ata 
Thr Leu Tyr Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala He 

100 105 110 

tat tac tgt gcg aga cac age agt ggc tgg tac gag gac tac tac tac 
Tyr Tyr Cys Ala Arg His Ser Ser Gly Trp Tyr Glu Asp Tyr Tyr Tyr 

115 120 125 

ggt atg gac gtc tgg ggc caa ggg acc acg gtc acc gtc tec tea 
Gly Met Asp Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 

130 135 140 

« 210 - 24 

211 ■ 143 

212 ' PRT 

213 ■ Homo sapiens 
400/ 24 

Met Glu Phe Gly Leu Ser Trp Val Phe Leu Val Ala Leu Leu Arg Gly 

I 5 10 15 

Val Gin Cys Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 30 

Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 

35 40 45 

Ser Thr Tyr Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu 

50 55 ()0 

Glu Trp Val Ala Val lie Trp Phe Asp Gly Ser His Lys Tyr Tyr Ala 
65 70 75 80 

Asp Ser Val Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn 
85 90 95 



48 



96 



144 



192 



240 



288 



336 



384 



429 




(62#Bfl 2000-80100 (P 2 0 0 0 - 8 0 1 0 0 A) 

Thr Leu Tyr Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala He 

100 105 110 

Tyr Tyr Cys Ala Arg His Ser Ser Gly Trp Tyr Glu Asp Tyr Tyr Tyr 

115 120 125 

Gly Met Asp Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 

130 135 140 

• 210> 25 
• 211- 429 
■212.' DNA 

♦.213 • Homo sapiens 

v220 * 

<221 > CDS 

'222'' (1). . (429) 

•'220' 

<221> sig_peptide 
^'222 > (1). . (57) 
'220- 

'221 V_region 
<:222 » (58). . (429) 
*.220 ■ 

<221 * N_region 
'222 ■ (352). . (354) 
■'.220/ 

<221> N_region 
■;222 > (370). . (373) 
-•400 > 25 

atg gag ttt ggg ctg age tgg gtt ttc etc gtt get ctt tta aga ggt 48 
Met Glu Phe Gly Leu Ser Trp Val Phe Leu Val Ala Leu Leu Arg Gly 

15 10 15 

gtc cag tgt cag gtg cag ctg gtg gag tct ggg gga ggc gtg gtc cag 96 
Val Gin Cys Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 30 

cct ggg agg tec ctg aga etc tec tgt gca gcg tct gga ttc acc ttc 144 
Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 
35 40 45 

agt age tat ggc atg cac tgg gtc cgc cag get cca ggc aag ggg ctg 192 

Ser Ser Tyr Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu 

50 55 60 

gaa tgg gtg gca gtt ata tgg ttt gat gga agt aag aaa tac tat gca 240 

Glu Trp Val Ala Val He Trp Phe Asp Gly Ser Lys Lys Tyr Tyr Ala 
65 70 75 80 

gac tec gtg aag ggc cga ttc acc ate tec aga gac aat tea aag aac 288 

Asp Ser Val Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn 

85 90 95 

acg ctg tat ctg caa atg aac age ctg aga gec gag gac acg get gtg 336 

Thr Leu Tyr Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val 

100 105 110 

tat tac tgt gcg aga cac age agt ggc tgg tac gag gac tac tac tac 384 



(G3**W 2 0 0 0 - 8 0 1 0 0 I P 2 0 0 0 - 8 0 1 0 0 A ^ 



Tyr Tyr Cys Ala Arg His Ser Ser Gly Tip Tyr Glu Asp Tyr lyr Tyr 

115 120 125 

ggt dig gac gtc tgg ggc caa ggg acc acg gtc acc gtc tec tea 
Gh Met Asp Val Tip Gly Gin Gly Thr Thr Val Thr Val Ser Ser 

130 135 1-40 

< 210 • 26 
•211 • 113 

212 ' PRT 
■ 213 • Homo sapiens 

400 ■ 26 

Met Glu Phe Gly Leu Ser Tip Val Phe Leu Val Ala Leu Leu Arg Gly 

1 5 10 15 

Val Gin Cvs Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 30 

Pru Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 

35 40 45 

Ser Ser Tyr Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu 

50 55 60 

Glu Trp Val Ala Val lie Trp Phe Asp Gly Ser Lys Lys Tyr Tyr Ala 
05 70 75 80 

Asp Ser Val Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn 

85 90 95 

Thr Leu Tyr Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val 

100 105 HO 

Tyr Tyr Cys Ala Arg His Ser Ser Gly Trp Tyr Glu Asp Tyr Tyr Tyr 

115 120 125 

Gly Met Asp Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 

130 135 HO 

■ 210 ' 27 
-211 ■ 429 

• 212 • DNA 

•213 • Homo sapiens 

220 • 

221 CDS 

• 222 • (1). . (429) 

• 220 • 

221 • sig_peptide 

222 • (1). . (57) 

• 220 • 

22 1 ' Vregi on 
222 • (58). . (429) 

220 • 

22 1 • N_region 

222 • (352). . (354) 
220 

221 • Nregion 

222 • (370). . (373) 

220 • 

221 1 unsure 

222' (D- • (2) 



429 



(64#W 2 0 0 0 



-80100 (P2000-80100A) 



'223 > These bases have not yet been determined. The codon 
containing these bases highly possibly encodes 
Met. 

220 • 

221 ' unsure 
222 • (7). . (9) 

223' These bases have not yet been determined. 

220/ 

221 '* unsure 
•222.- (14) 

223' This base has not yet been determined. The codon 
containing this base encodes either one of Met, 
Thr, Lys or Arg. 

• 220 • 

'221 > unsure 
•'222- (18) 

•'223 * This base has not yet been determined. The codon 
containing this base encodes Ser or Arg. 

•:220> 

' 221 * unsure 

• 222 • (28) 

''223/ This base has not yet been determined. The codon 
containing this base encodes either Phe, Leu, lie 
or Val. 

220 > 

• 221 • unsure 
-.222 ' (32) 

• 223- This base has not yet been determined. The codon 

containing this base encodes either one of Val, Ala, 
Asp or Gly. 
<400> 27 

nng gag nnn ggg ang agn tgg gtc ttc ntc gnt get eta aga aga ggt 48 
Xaa Glu Xaa Gly Xaa Xaa Trp Val Phe Xaa Xaa Ala Leu Arg Arg Gly 

15 10 15 

gtc cag tgt cag gtg cag ctg gtg gag tct ggg gga ggc gtg gtc cag 96 
Val Gin Cys Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 30 

cct ggg agg tec ctg aga etc tec tgt gca gcg tct gga ttc acc ttc 144 
Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 

35 40 45 

agt acc tat ggc atg cac tgg gtc cgc cag get cca ggc aag ggg ctg 192 
Ser Thr Tyr Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu 

50 55 60 

gag tgg gtg gca gtt ata tgg tat gat gga agt aat caa tac tat gca 240 
Glu Trp Val Ala Val lie Trp Tyr Asp Gly Ser Asn Gin Tyr Tyr Ala 
65 70 75 80 

gac tec gtg aag ggc cga ttc acc ate tec aga gac aat tec aag aac 288 
Asp Ser Val Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn 
85 90 95 



(65**IW 2 0 0 0 



- 8 0 1 0 0 ( P 2 0 0 0 - « 0 1 0 0 A ) 



330 



acg ctg tat ctg caa atg aac aga ctg aga gcc gag gac acg get gtg 
Thr Leu Tvr Leu Gin Met Asn Arg Leu Arg Ala Glu Asp Thr Ala Val 

,00 105 HO 

tat tac tgt gcg aga cat age agt ggc tgg tac gag gac tac tac tac 
Tvr rvr Cvs Ala Arg His Ser Ser Gly Tip Tyr Glu Asp Tyr Tyr Wi- 
lis 120 I 25 
ggt atg gac gtc tgg ggc caa ggg acc acg gtc acc gtc tec tea 
Glv Met Asp Val Tip Gly Gin Gly Thr Thr Val Thr Val Ser Ser 
' .30 135 140 

<:>ki 28 

211 ■ 143 

• 212 ■ PRT 

• 213 ■ Homo sapiens 

• 220 ■ 

• 221 • unsure 

• 222 • (1) 

223 ■ This amino acid ha.s not yet been determined 
and is possibly Met. 

■ 220 • 

• 22 1 • unsure 

■•222 • (3) 

■ 223- This amino acid has not yet been determined. 

• 220 ■ 

■ 22 1 • unsure 

222 (5) 

■223- This amino acid has not yet been determined 
and is possibly either one of Met, Thr, Lys 
or Arg. 

• 220 • 

■ 221 • unsure 

■. 222 • (6) 

■223* This amino acid has not yet been determined 
and is possibly Ser or Arg. 

220 » 

22 1 • unsure 
■ 222 • (10) 

•223- This amino acid has not yet been determined 
and is possibly either one of Phe, Leu, He 
or Val. 

220 ' 

221 ' unsure 
• 222 ' (ID 

223 > This amino acid has not yet been determined 
and is possibly either one of Val, Asp. Arg 
or Gly. 

400 > 28 

Xaa Glu Xaa Gly Xaa Xaa Tip Val Phe Xaa Xaa Ala Leu Arg Arg Gly 

10 1 0 

Val Gin Cvs Gin Val Gin Leu Val Glu Ser Gly Gly Glv Val Val Gin 

20 25 30 



384 



429 




2 0 0 0 - 8 0 1 0 0 (P2000 --80 1 0 0 A) 

Pro Gly Arg Sef Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 

35 40 45 

Ser Thr Tyr Gly Met His Tip Val Arg Gin Ala Pro Gly Lys Gly Leu 

50 55 60 

Glu Trp Val Ala Val lie Tip Tyr Asp Gly Ser Asn Gin Tyr Tyr Ala 
65 70 75 80 

Asp Ser Val Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn 

85 90 95 

Thr Leu Tyr Leu Gin Met Asn Arg Leu Arg Ala Glu Asp Thr Ala Val 

100 105 HO 

Tyr Tyr Cys Ala Arg His Ser Ser Gly Trp Tyr Glu Asp Tyr Tyr Tyr 

115 120 125 

Gly Met Asp Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 

130 135 140 

<210> 29 
<211 '■ 429 
v212> DNA 
<213 ' Homo sapiens 
<220-- 
< 221 > CDS 
V222 ■ (1). . (429) 
'.220 • 

',221-^ sig_peptide 
".222 > (1).. (57) 
-.220 • 

<221^ V_region 
<222 • (58). . (429) 
%220> 

\221 > N_region 
<222 > (352). . (354) 
<22Q> 

<221 > N_region 
-.222.' (370). . (373) 
<220> 

^221 * unsure 
<222> (7). . (9) 

.223- These bases have not yet been determined. 

'.220^ 

< 22 1 * unsure 
<222- (22) 

' 223^ This base has not yet been determined. The codon 
containing this base encodes either one of Phe, 
Leu, He or Val. 

<220 > 

' 221 * unsure 
- 222 • (32) 

<:223,» This base has not yet been determined. The codon 

containing this base encodes either one of Val, 

Ala, Asp or Gly. 
-400> 29 



(GT^W 2 0 0 0 - 8 0 1 0 0 ( F 2 0 0 0 



8 0 10 



A ) 



atg gag nnn ggg agg age tgg ntc ttc gtc grit get eta aga aga ggt 48 
Met Glu Xaa Gly Arg Ser Tip Xaa Phe Val Xaa Ala Leu Arg Arg Gly 

1 5 10 15 

gtc cag tgt cag gtg cag etg gtg gag tct ggg gga ggc gtg gtc cag 
Val Gin Cys Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 30 

cct ggg agg tec ctg aga etc tec tgt gca gcg tct gga ttc acc ttc 
Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 
35 40 45 



96 



144 



agt acc tat ggc atg cac tgg gtc cgc cag get cca ggc aag ggg ctg 
Ser Thr Tyr Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu 

50 55 60 

gag tgg gtg gca gtt ata tgg tat gat gga agt aat caa tac tat gca 
Glu Trp Val Ala Val lie Trp Tyr Asp Gly Ser Asn Gin Tyr Tyr Ala 
65 70 75 80 

gac tec gtg aag ggc cga ttc acc ate tec aga gac aat tec aag aac 
Asp Ser Val Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn 

85 90 95 

acg ctg tat ctg caa atg aac aga ctg aga gee gag gac acg get gtg 
Thr Leu Tyr Leu Gin Met Asn Arg Leu Arg Ala Glu Asp Thr Ala Val 

ioo 105 no 

tat tac tgt gcg aga cat age agt ggc tgg tac gag gac tac tac tac 
Tyr Tyr Cys Ala Arg His Ser Ser Gly Trp Tyr Glu Asp Tyr Tyr Tyr 

115 120 125 

ggt atg gac gtc tgg ggc caa ggg acc acg gtc acc gtc tec tea 
Gly Met Asp Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 

130 135 HO 

■ 210 > 30 
-■211 • 143 

• 212 • PRT 

213 ■ Homo sapiens 
■: 220 ■ 

•'221 • unsure 
•'222 ' (3) 

■:223> This amino acid has not yet been determined. 

•- 220 • 

. 221 • unsure 

• 222 • (8) 

223 ' This amino acid has not yet been determined 
and is possibly either one of Phe, Leu, 
He or Val. 

• 220 ■ 

221 • unsure 

222 ■ (11) 

223- This amino acid has not yet been determined 

and is possibly either one of Val, Ala, 

Asp or Gly. 
:400 > 30 

Met Glu Xaa Gly Arg Ser Trp Xaa Phe Val Xaa Ala Leu Arg Arg Gly 



192 



240 



288 



336 



384 



429 



(emm 2000 



-80W0 (P 2 0 0 0 - 8 0 1 0 0 A) 



1 5 10 15 

Val Gin Cys Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 ™ 

Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 

35 40 45 

Ser Thr Tyr Gly Met His Tip Val Arg Gin Ala Pro Gly Lys Gly Leu 

50 55 60 

Glu Trp Val Ala Val He Trp Tyr Asp Gly Ser Asn Gin Tyr Tyr Ala 
65 70 75 80 

Asp Ser Val Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn 

85 90 95 

Thr Leu Tyr Leu Gin Met Asn Arg Leu Arg Ala Glu Asp Thr Ala Val 

100 105 HO 

Tyr Tyr Cys Ala Arg His Ser Ser Gly Trp Tyr Glu Asp Tyr Tyr Tyr 

115 120 125 

Gly Met Asp Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 

130 135 140 

-.210' 31 
'211/ 429 
<212^ DNA 

< 2 1 3 > Homo sapiens 

'.220- 

«,221^ CDS 

<222* (1). . (429) 

■■220* 

-'221 • sig_peptide 
<222> (1). • (57) 
' 220 » 

<22r* V_region 
<222,' (58). . (429) 
•:220 • 

\'221> N_region 
■222 • (352). . (354) 
v 220 > 

<22l > N_region 
<222> (370). . (373) 
<400> 31 

atg gag ttt ggg ctg age tgg gtt ttc etc gtt get ctt tta aga ggt 
Met Glu Phe Gly Leu Ser Trp Val Phe Leu Val Ala Leu Leu Arg Gly 

1 5 10 I 5 

gtc cag tgt cag gtg cag ttg gtg gag tct ggg gga ggc gtg gtc cag 
Val Gin Cys Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 30 

cct ggg agg tec ctg aga etc tec tgt gca acg tct gga ttc ace ttc 
Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Thr Ser Gly Phe Thr Phe 
35 40 45 

agt gac tat ggc atg cac tgg gtc cgc cag get cca ggc aag ggg ctg 
Ser Asp Tyr Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu 



48 



96 



144 



192 



t 69**W 2 0 0 0 - 



8 0 10 0 I P 2 0 0 0 - 8 0 1 0 0 A ) 



50 55 60 

gag tgg gtg gca gtt ata tgg tat gat gga age cat aaa ttc tat gca 24U 
Glu Trp Val Ala Val lie Trp Tyr Asp Cly Set His L>s Phe Tyr Ala 

80 

65 



70 ' 3 



gac tec gtg aag ggc cga ttc ace ate tec aga gac aat tec aag aac 
Asp Ser Val Lvs Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn 

85 90 95 

acg ctg tat ctg eaa atg aac age etg aga gee gag gac aeg get gtg 
Thr Lei. Tyr Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val 

100 105 HO 

tat tat tgt gcg aga cac age agt ggc tgg tac gag gae tac tac tac 
Tvr Tvr Cvs Ala Arg His Ser Ser Gly Trp Tyr Glu Asp Tyr Tyr Tyr 

115 120 125 

ggt atg gac gtc tgg ggc cca ggg acc acg gtc ace gtc tec tea 
Gly Met Asp Val Trp Gly Pro Gly Thr Thr Val Thr Val Ser Ser 

130 135 140 

■ 210 • 32 
•211'' 143 

• 212 • PRT 

• 213 * Homo sapiens 
•400' 32 

Met Glu Phe Gly Leu Ser Trp Val Phe Leu Val Ala Leu Leu Arg Gly 

1 5 10 15 

Val Gin Cys Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 30 

Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Thr Ser Gly Phe Thr Phe 

35 40 45 

Ser Asp Tyr Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu 



288 



336 



384 



429 



oO >' 



Glu Trp Val Ala Val lie Trp Tyr Asp Gly Ser His Lys Phe Tyr Ala 

65 

Asp Ser Val Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn 



85 



90 95 



Thr Leu Tyr Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val 

100 105 110 

Tyr Tyr Cys Ala Arg His Ser Ser Gly Trp Tyr Glu Asp Tyr Tyr Tyr 

115 120 125 

Cly Met Asp Val Trp Gly Pro Gly Thr Thr Val Thr Val Ser Ser 

130 135 HO 

• 210> 33 

211 ■ 429 
• 212 • DNA 
213 - Homo sapiens 

220 • 

221 - CDS 

222 > (1). • (429) 

220 • 

221 • sig_peptide 

222 > (1). • (57) 

■'.220? 



<70#W1 2 0 0 0 - 8 0 1 0 0 ( P 2 0 0 0 - 8 0 1 0 0 A) 



• 221/ Vregion 
•222- (58).. (429) 
-.220 • 

• 221 • N_region 

■ 222 » (352) . . (354) 
■'220 * 

• 221 ' N_region 

• 222 > (370). . (373) 
<400> 33 

atg gag ttt ggg ctg age tgg gtt ttc etc gtt get ctt tta aga ggt 
Met Glu Phe Gly Leu Ser Trp Val Phe Leu Val Ala Leu Leu Arg Gly 

I 5 10 15 

gte cag tgt cag gtg cag ctg gtg gag tct ggg gga ggc gtg gtc cag 
Val Gin Cys Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 30 

cct ggg agg tec ctg aga etc tec tgt gca gcg tct gga ttc acc ttc 
Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 

35 40 45 

agt acc tat ggc atg cac tgg gtc cgc cag get cca ggc aag ggg ctg 
Ser Thr Tyr Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu 

50 55 60 

gag tgg gtg gca gtt ata tgg tat gat gga agt tat aaa tac tat gca 
Glu Trp Val Ala Val lie Trp Tyr Asp Gly Ser Tyr Lys Tyr Tyr Ala 
65 70 75 80 

gac tec gtg aag ggc cga ttc acc ate tec aga gac aat tec aag aac 
Asp Ser Val Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn 

85 90 95 

acg ctg tat ctg caa atg aac age ctg aga gec gag gac acg get gtg 
Thr Leu Tyr Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val 

100 105 HO 

tat tac tgt gcg aga cac age agt ggc tgg tac gag gac tac tac tac 
Tyr Tyr Cys Ala Arg His Ser Ser Gly Trp Tyr Glu Asp Tyr Tyr Tyr 

115 120 125 

ggt atg gac gtc tgg ggc caa ggg acc acg gtc acc gtc tec tea 
Gly Met Asp Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 

130 135 140 

■ 210 - 34 

211 > 143 
• 212 ■ PRT 

< 213 > Homo sapiens 
•\400> 34 

Met Glu Phe Gly Leu Ser Trp Val Phe Leu Val Ala Leu Leu Arg Gly 

15 10 15 

Val Gin Cys Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 30 

Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 

35 40 45 

Ser Thr Tyr Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu 

50 55 60 

Glu Trp Val Ala Val lie Trp Tyr Asp Gly Ser Tyr Lys Tyr Tyr Ala 



48 



96 



144 



192 



240 



288 



336 



384 



429 



(7L**t« 2 0 0 0 - 8 0 1 0 0 (P2 0 0 0 -HU1 0 0 A) 



C5 :o - 

Asp Ser Val Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn 

85 90 95 

Thr Leu ryr Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala \al 

100 105 HO 

Tyr T>r Cys Ala Arg His Ser Ser Gly Tip Tyr Glu Asp Tyr Tyr Tyr 

115 1^0 125 

Gly Met Asp Val Tip Gly Gin Gly Thr Thr Val Thr Val Ser Ser 

130 135 140 

<210> 35 
■ 21 I ■ 429 
■ 2 12 • DNA 
213 ■ Homo sapiens 
220 • 

• 22 I • CDS 

• 222 ■ (1). ■ (429) 

220 • 

221 • sig_peptide 

222 • (1). . (57) 

• 220 • 

• 221 • Vregion 

• 222 • (58). . (429) 

220 ■ 

■ 221 ■ N_region 
222 • (352). . (354) 

• 220 • 

221 • N^region 
,222 • (370). . (373) 

400 > 35 

atg gag ttt ggg ctg age tgg gtt ttc etc gtt get ctt tta aga ggt 

Met Glu Phe Gly Leu Ser Trp Val Phe Leu Val Ala Leu Leu Arg Gly 

1 5 10 15 

gtc cag tgt cag gtg cag ctg gtg gag tct ggg gga ggc gtg gtc cag 

Val Gin Cys Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 30 

cct ggg agg tec ctg aga etc tec tgt gca gcg tct gga ttc acc ttc 

Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 

35 40 45 

agt age tat ggc atg cac tgg gtc cgc cag get cca ggc aag ggg ctg 

Ser Ser Tyr Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu 

50 55 60 

gag tgg gtg gca gtt ata tgg tat gat gga agt tat aaa ate tat gca 

Glu Trp Val Ala Val He Trp Tyr Asp Gly Ser Tyr Lys He Tyr Ala 

~n 75 80 

Go <° ,J 

gac tec gtg aag ggc cga ttc acc ate tec aga gac aat tec aag aae 
Asp Ser Val Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn 

85 90 95 

acg ctg aat ctg caa atg aae age ctg aga gec gag gac acg get gtg 
Thr Leu Asn Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val 
100 105 HO 



48 



96 



144 



192 



240 



288 



336 



(72#Bfl 2 0 0 0 - 8 0 1 0 0 (P 2 0 0 0- 



8 0 LOO A) 



tat tat tgt gcg aga cac age agt ggc tgg tat gag gac tac tac tac 384 
Tyr Tyr Cys Ala Arg His Ser Ser Gly Trp Tyr Glu Asp Tyr Tyr Tyr 

115 120 125 

ggt atg gac gtc tgg ggc caa ggg acc acg gtc acc gtc tec tea 429 
Gly Met Asp Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 

130 135 HO 

<210 ■ 36 

■ 211 ' 143 

■ 212 > PRT 

< 213 • Homo sapiens 
<400^ 36 

Met Glu Phe Gly Leu Ser Trp Val Phe Leu Val Ala Leu Leu Arg Gly 

1 5 10 15 

Val Gin Cys Gin Val Gin Lea Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 30 

Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 

35 40 45 

Ser Ser Tyr Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu 

50 55 60 

Glu Trp Val Ala Val lie Trp Tyr Asp Gly Ser Tyr Lys lie Tyr Ala 
65 70 75 80 

Asp Ser Val Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn 

85 90 95 

Thr Leu Asn Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val 

100 105 HO 

Tyr Tyr Cys Ala Arg His Ser Ser Gly Trp Tyr Glu Asp Tyr Tyr Tyr 

115 120 125 

Gly Met Asp Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 

130 135 140 

< 710 - 37 
•211 * 429 

■ 212 • DNA 

•213 * Homo sapiens 

<220* 

■•221 > CDS 

■ 222:- (1). . (429) 
• 220- 

'221 s sig_peptide 
<222> (1).. (57) 
■'220^ 

.221* V_region 
222 > (58). . (429) 
•'220 > 

« 221 N_region 
<'222 > (352). . (354) 
•220 ■ 

•'221 • N_region 

222 • (370). . (373) 
■ 400 ' 37 

atg gaa ttt ggg ctg age tgg gtt ttc etc gtt get ctt tta aga ggt 48 



'2 0 0 0 - 8 0 1 0 0 ( F 'I 0 0 0 - H 0 1 0 0 At 



Met Glu Phe Glv Leu Ser ftp Val Phe Leu Val Ala Leu Leu Arg Gly 

1 5 10 15 

gtc cag tgt eag gtg cag etg gtg gag let ggg gga ggc gtg «t«: eag 90 
Val Gin Cvs Gin Val Gin Leu Val Glu Ser Gly Glv Cly Val Val Gin 

20 25 30 

cct ggg ggg tec ctg aga etc tec tgt gca gcg tot gga ttc acc ttc 1-11 
Pro Glv Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 

35 40 « 

agt acc tat ggc atg cac tgg gtc cgc cag get cca ggc aag ggg ctg 192 
Ser Thr Tvr Glv Met His Tip Val Arg Gin Ala Pro Gly Lys Gly Leu 

50 55 60 

gag tgg gtg gca gtt ata tgg ttt gat gga agt cat aaa tac tat gca 240 
Glu Tip Val Ala Val lie Tip Phe Asp Gly Ser His Lys Tyr Tyr Ala 
70 75 80 

gac tec gtg aag ggc cga ttc acc ate tec aga gac aat tec aag aac 288 
Asp Ser Val Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn 

85 90 95 

acg ctg tat ctg caa atg aac age ctg aga gec gag gac acg get ata 336 
Thr Leu Tyr Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala He 

100 105 11° 

tat tae tgt gcg aga cac age agt ggc tgg tac gag gac tac tac tac 384 
Tyr Tyr Cvs Ala Arg His Ser Ser Gly Tip Tyr Glu Asp Tyr Tyr Tvr 

115 120 125 

ggt atg gac gtc tgg ggc caa ggg acc acg gtc acc gtc tec tea 429 
Glv Met Asp Val Tip Gly Gin Gly Thr Thr Val Thr Val Ser Ser 

130 135 HO 

• 210 • 38 

211 1 143 

212 • PRT 

213 ■ Homo sapiens 
.400 • 38 

Met Glu Phe Gly Leu Ser Tip Val Phe Leu Val Ala Leu Leu Arg Gly 
1 5 10 15 



Val Gin Cys Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 30 

Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 

35 40 45 

Ser Thr Tyr Gly Met His Tip Val Arg Gin Ala Pro Cly Lys Gly Leu 

50 55 60 

Glu Tip Val Ala Val lie Trp Phe Asp Gly Ser His Lys Tyr Tyr Ala 

' -a 75 80 

65 '0 ' 5 

Asp Ser Val Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn 

85 90 95 

Thr Leu Tyr Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala He 

100 105 n° 

Tyr Tyr Cys Ala Arg His Ser Ser Gly Tip Tvr Glu Asp Tyr Tyr Tyr 

115 120 125 

Glv Met Asp Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 

130 135 HO 

< 2 1 0 > 39 



amm 2000-80100 (P2000-80100A) 



211/ 417 

■ 212 • DNA 

■ 213 - Homo sapiens 

• 220/ 

■ 22 1 * CDS 

• 222 • (1). . (417) 
•'220 • 

-'221 ' sig^peptide 
- 222 • (1). - (57) 
■• 220 > 

:221 N Vregion 
-'222 > (58). . (417) 
'220 > 

-,221 > N_region 
'222> (348). . (349) 

<220> 

<221 N_region 
<222 • (357) 
<;220> 

-.221 unsure 
-222 - (231) 

•223' This base has not yet been determined. The codon 
containing this base highly possibly encodes Tyr. 
<400,> 39 

atg aaa cat ctg tgg ttc ttc ctt etc ctg gtg gca get ccc aga tgg 
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 

1 5 10 15 

gtc ctg tec cag gtg cag ctg cag gag teg ggc cca gga ctg gtg aag 
Val Leu Ser Gin Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys 

20 25 30 

cct teg gag acc ctg tec etc acc tgc act gtc tct ggt gge tec ate 
Pro Ser Glu Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser lie 

35 40 45 

agt agt tac tac tgg age tgg ate egg cag ccc cca ggg aag gga ctg 
Ser Ser Tyr Tyr Trp Ser Trp He Arg Gin Pro Pro Gly Lys Gly Leu 

50 55 60 

gag tgg att ggg tat ate tat tac agt ggg age acc aan tac aac ccc 
Glu Trp He Gly Tyr lie Tyr Tyr Ser Gly Ser Thr Xaa Tyr Asn Pro 
65 

tec etc aag agt cga gtc ace ata tea gtg gac aeg tec aag aac cag 
Ser Leu Lys Ser Arg Val Thr lie Ser Val Asp Thr Ser Lys Asn Gin 
85 90 95 

ttc tec ctg aag ctg age tct gtg acc get geg gac acg gee gtt tat 
Phe Ser Leu Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr 

100 105 HO 

tac tgt gcg age gca gta acc tac tac tac tac tac ggt ttg gac gtc 
Tyr Cys Ala Ser Ala Val Thr Tyr Tyr Tyr Tyr Tyr Gly Leu Asp Val 

115 120 I 25 

tgg ggc caa ggg acc acg gtc acc gtc tec tea 



48 



96 



144 



192 



240 



288 



336 



384 



417 



(75^ - 0 0 0 -80100 ( P 2 0 0 0 - 8 0 1 0 0 A ) 



Tip i;iy Gin Gly Thr Thr Val thr Val Ser Ser 
I3(i n5 

<:2\0'' 4" 
<2l 1 > 139 
<212 ' PKT 

• 213 • Homo sapiens 
12 J « i • 

22 1 ■ unsure 
222 ' 477) 

2:3 • This amino acid has not yet been determined 

and is possibly Tyr. 
!400 • 40 

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 

X 5 10 15 

Val Leu Ser Gin Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys 

20 25 30 

Pro Ser Glu Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser lie 

35 40 45 

Ser S*r Tyr Tyr Trp Ser Trp He Arg Gin Pro Pro Gly Lys Gly Leu 

50 55 60 

Glu Tip He Gly Tyr lie Tyr Tyr Ser Gly Ser Thr Xaa Tyr Asn Pro 

65 ™ 75 80 

Ser Leu Lys Ser Arg Val Thr lie Ser Val Asp Thr Ser Lys Asn Gin 

85 90 95 

Phe Sor Leu Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr 

100 105 HO 

Tvr Cys Ala Ser Ala Val Thr Tyr Tyr Tyr Tyr Tyr Gly Leu Asp Val 

115 120 I 25 

Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 

130 I 35 
< 210 • 41 
• 211 • 429 
■ 212 • DNA 
•213- Homo sapiens 



• 220 • 

• 221 • CDS 

222 (1). • (429) 
220 

• 221 • sig_peptide 
222 ■ (1). • (57) 

220 • 

• 221 ■ Vregion 

. 222 • (58). . (429) 
< 220 ' 

221 ' N_region 

222 ■ (352). . (354) 
■ 22(> ■ 

221 ■ N_region 
.222.* (370). . (373) 



(7G«M 2 0 0 0 



- 8 0 1 0 0 ( P 2 0 0 0 - 8 0 I 0 0 A) 



48 



96 



<400> 41 

atg gag ttt ggg ctg age tgg gtt ttc etc gtt get ctt tta aga ggt 

Met Glu Phe Gly Leu Ser Tip Val Phe Leu Val Ala Leu Leu Arg Cly 

15 10 15 

gtc cag tgt cag gtg cag ctg gtg gag tct ggg gga ggc gtg gtc cag 

Val Gin Cys Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 30 

cot ggg agg tec ctg aga etc tec tgt gca gcg tct gga ttc ace ttc 144 
Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 

35 40 45 

agt age tat ggc atg cac tgg gtc cgc cag get cca ggc aag ggg ctg 
Ser Ser Tyr Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu 

50 55 60 

gag tgg gtg gca gtt ata tgg tat gat gga agt aat aaa tac tat gta 
Glu Trp Val Ala Val He Trp Tyr Asp Gly Ser Asn Lys Tyr Tyr Val 
65 70 75 80 

gac tec gtg aag ggc cga ttc acc ate tec aga gac aat tec aag aac 
Asp Ser Val Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn 

85 90 95 

acg ctg tat ctg caa atg aac age ctg aga gec gag gac acg get gtg 
Thr Leu Tyr Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val 

100 105 HO 

tat tac tgt gcg aga cac age agt ggc tgg tac gag gac tac tac tac 
Tyr Tyr Cys Ala Arg His Ser Ser Gly Trp Tyr Glu Asp Tyr Tyr Tyr 

115 120 125 

ggt atg gac gtc tgg ggc caa ggg acc acg gtc acc gtc tec tea 
Gly Met Asp Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 
130 135 140 

• 210 > 42 
'211- 143 
-212.' PRT 

• 213 • Homo sapiens 

<'400' 42 

Met Glu Phe Gly Leu Ser Trp Val Phe Leu Val Ala Leu Leu Arg Gly 

15 10 15 

Val Gin Cys Gin Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin 

20 25 30 

Pro Gly Arg Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 

35 40 45 

Ser Ser Tyr Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu 

50 55 60 

Glu Trp Val Ala Val He Trp Tyr Asp Gly Ser Asn Lys Tyr Tyr Val 
65 70 75 80 

Asp Ser Val Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn 

85 90 95 

Thr Leu Tyr Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val 

100 105 HO 

Tyr Tyr Cys Ala Arg His Ser Ser Gly Trp Tyr Glu Asp Tyr Tyr Tyr 
115 120 125 



192 



240 



288 



336 



384 



429 



2 0 0 o 



-3 0 1 0 0 (P 2 0 0 0 - 8 0 1 0 0 A) 



[0115] r Sd 

^ftSB : (80) 



VW Asp Val Trp Cly Gin Gly Thr Fhr Val Thr Val Ser Set 

, .mm ■ 13 
•Ml- - f 7 

212 • ON A 

;>M Artificial Sequence 

223- Description of Artificial Sequence: Artificially 
synthesized adaptor sequence 

• 220 

221 - misc„dif ference 

■ 222 • CD - • ( 27) 
100 ■ 13 

ccatcctaat acgactcact atagggc 
• 2 1 0 • 14 
■211 ■ 25 

■ ? 1 2 ■ DNA 

•213' Artificial Sequence 

• 223- Description of Artificial Sequence Artificially 

synthesized primer sequence 

• 220 > 

• 221 * primer_bind 

• 222 • U). • (25) 
■ 400 ■ 44 

ccagggccgc tgtgctctcg gaggt 

210 • 45 

211 • 23 

212 ■ DNA 

213' Artificial Sequence 

•223. Description of Artificial Sequence: Artificially 
synthesized primer sequence 

220 ' 

221 * primer_bind 
• 222 • (1). • (23) 

400 ■ 45 
gggggtcagg ctggaactga gga 



27 



25 



23 



Pht 



Ser. Tyr*^^Cys<75V^nA**:3- 
Ser. TyrifciiCys^-rnA^-- 



<f^^S : (492) 



*T5/*t±, Phe, Ser, Tyr* fcriCysOV ^fnA' :fc 

*r;/«it Phe- Ser. Tyr* t'- iiCysW V -TnS> _ :*> 
fiFfiECtH : (164) 



(78#fW 2000-8 0 100 (P 2 000 — 80 100 A) 



*t § t Sgli, Phe*fcttLeu"C-*j 9 
ffi 7 /"l|§ ^ : 7 
fr&i&S : (74) 

: ***tt*fc-&«£*tf ***** 
tf3K>tt. He, Thr, Asn*fcttSerroV^i"n*»*:3- 

ffftfil : (80) 

iottfe : ***tt*/ci*££ivrv^.ev\, ***** 

t . 3 K:-a. Phe, Ser, Tyr*fcttCys<DV>i"Jxa»«:3- 
ffftfcK : (252) 

fcnmn ■■ **Stt*fc**^sn-cv^iv\ ***** 

f =3 K >' , Pro * 3 — Ki" 2> "I Siti* 5 Si V \ 
K-?'!*^- : 8 
#*Eti« : (25) 

tr -; /S ftrt s He, Thr, Asn*fcttSer<OV -f tt*>-C*> 
frf£fi7-S = <27) 

te*>ttrfli *r 5 y Sstt*fc**£$*t-CV>/«eV 
*r~ /gfttts Phe, Ser, Tyr* fc KfcCysW V 

?f ftfeg : (84) 

*r 5 / Prof*) "9 t#-5o 

tr-mnm. = (230) 

«L*>tfH» : **Ste*f^££^"' N7 ^<' ***** 
f 3 KVll Phe, Ser, Tyr*fcttCys©Vvr*U»»* 3- 

#?£fv.B : (252) ^ 

^aStt^t^tnr^'i^, **S*a 

: (349) 

«L<0tff« : ***&*fc&:€£nTV'^V\ ***** 
fa K>tt, Leu, Ile£/cF±Val<m^Hrt>*='- K-* 

: 4 0 

IttEfifcll : (77) 

«i(Dts#ft : *r s y «fB*7h*^$n-cv -fcv 

$TJ/*1 Phe, Ser, Tyr*fcttCys»V»-r*b*»-C* 
: (84) 

*T5 'Ktt, Pro-C'fc U *#5o 
fFftfiT-fi : (H7) 

<dL<rjtff* : *T 5 ./»tt**T»:*S*fCl^iV\ 
.$r*V»li, Leu, Ile*fcttVairoV^n**"C*>l3# 



: (74) 

K-rs. 

ffftfiHl : (80) 

te<Z>tff« : ***tt^7r.'^7E£ *VCV«CV '. ***** 
tfaK^tt, Phe, Ser, Tyr*fcttCysWV .-fiUi'* = ~ 

: (249) 

ttirotira = ***tt^ft-.E^n-rv>^i,\ ***** 

b aK>tt, Leu, Ile*/tiiVal(^^-ftlA'*3-K* 
: (437) 

«L©flHR : *SfiB*fcAfS*it^4i-'. ***** 
fa K>H, Phe, Ser, Tyr£ fcttCystfH -m*-* 3 - 

#ft&K : (648) 

teOtff* : ***tt*fc*«S*V-CV^.C^. ***** 
tpaKVtt, Val*a— K*5"5I^tt* 5 iB|V-o 

fiq£{£K : (25) 

*T5/Sftfi» He- Tln - Asn*yt(SSer(TjV •-fnA' .'*> 
?¥?£1&B : (27) 

*T^ /fttt. Ph p , Ser, Tyr*fcttCysiOV'-m*«T*> 
•• (H7) 

ffecDtim : *T5 /Bfirj2lcfc*&££*v-0'#VS 
*T?y^«, Leu, IleSfcttVal-Cfc 1 ? f#5., 
#*Effi« = (146) 

i&(Dffim :*r5yseti.*^*5n-rv^ivs 

*T$y^t±, Phe, Ser. Tyr£ fcttCysW 1 -*Ht!)> cfc 
: (216) 

*r> yg?ti, vai-c&> o#5, 

E?'J#-§- : 1 3 
: (465) 

te^tfffs : ***rr*/c^7E*nTv^s ***** 

f n K>'tt, Ala*3- K* o^Tflgttri'iBiVN, 

E?U»^ = 1 4 
: (155) 

EM»* i 5 

te^ffifa : *a*tt^^^^H-cv>^v\ ***** 

tfaKytt. Val, Ala, Asp*fcttGlytf>V 'tHi'S: 3- 



;^2 00 0 8 0 1 0 0 ( P STTo 0 - 8 0 1 0 0 A) 



K-f- :i . 

: (30) 

t > - K - l"i . Leu r - — H 5 "iBttl^i > S'. 1 ; 
i^'r'liit : <74) 

f=K>i*. He. Thr, Asn* fcllSerWV >-f il*-«r =» ~ 

ml-**: ^sassvesntv^/ii *&s*ra 

t, 3 K ;- il. Phe. Ser, Tyr*f' ttCystfH ^*v*»*: = ~ 

un&'-i- ■■ 1 6 

*■»*-: .'*:4» Val. Ala. Asp*fcttGly<OV-rn*» -* 
« »«**■. 

ffftteSt : (13) 

*r i ' Leu"C£> 1 = 

() i*4, 

fitEttM = (27) 

/«ttt. Phe, Set-. Tyr*fcHCy.s-vT*0#5 B 

#<EfeS : (7) ^ 
faKV!4. Phe, Leu. I le* fcttValOV *l =« - 

H-r 5, 

r?-A-:(itt •• (11) ^ 

fa H':-;4. Leu, Pro. Hi s* fcttArg W V "f * 3 ~ 
ff £&■ : (80) ^ 
tJ = K>ii, Phe, Ser. Tyr* f^CysCM -t^^ =~ 
: (319) ^ 
T%K: 7i, Leu, IleiftrtValCO^-f^A'Sra-Ki- 



1 8 

(3) 

/ |& ,1 * . tz : ; l ?' - ^ 1 ' = -~ ' 

azTS.'SS;}. Phe. Leu. i le* fliiVal ' ' '. ^Tl 
KTi 'Sg.i. Leu. Pro, His* f- iiArgOV^n^' 

0 » 5 : 

ffftffi* : (27) 

/gfe.i, Phe, Ser. T> r* It i±Cys -'M Tl * 

i?ttfiS:(H7) 

*T S/Btt. Leu. Ile**-;*Val-?*>"il#*, 
#ftf£B:(74) 

t^KVi-i, He- Thr, AsnS fcttSerWl >-f n =« ~ 
tpaKVtt, Phe. Ser, Tyr* fcttCys^V .A»Sr =« - 

OaKl'lt. Gin, Lys^fcilGluroV'-i-^'Sra-HT 

■5 = 

: (643) 

t,3K>tt, Gin, Lys*fel±GlucOV^n.A^=i-Hi- 
6, 

ti>n H> 14. CysifcttTrpSfa- H + % = 
ffftftlt : (659) 

t;=i Val. Ala, GluSf-i-iGly^l'-fTlA^- 

fffctt.® ■ (665) ^_ 
t , 3K . ; 4 , lie. Thr. Asn*fci4Serrov-i"nS»*3- 

7:20 
3?-rE(iK : (25) 

t r; 'Kil, He, Thr, Asn* flilSerCOV «-f n*> . rfc 
»i 5 = 

: (27) 



(80#Bfl 12 0 0 0 - 8 



0 (P2000-80 100A) 



yfcTtyfifetil* Phe, Ser, Tyr*fcttCys<^V'-f*t^"C*) 
ff ftfcB : (213) 

;^T^/^ii> Gin , LysSfcttGluOV^tb^-Cfc*) W 
rFftKffi : ^ 15) 

;*TSyifNi, Gin, LysifcttGluOV^^^-e*) l 9?# 

fiFfctfcB : (219) 

/fct Cys*fcttrrp"e*>9»S 0 
BMfcffiB : (220) 

^T^/Bett. Val, Ala, Glu*fcttGly<Ol^i*iX**"C* 
: (222) 

*T^/SftrJ:, He, Thi\ Asn^fc&Sei-Cfc 0 
: (I)- - (2) 

ftfcffiH : (7) 

friz KVr±, Phe, Leu, I Le* /c f^ValO ^f^^r =* — 
f*&fifcfi : (11). ■ (12) 

i?rz K^tt, Leu, Pro, His, Gln*fcttArg<DV^nd» 
tfF&ffiB : (14) 

t?3 K^tt, Val, Ala. AspSfcttGly^^iXJ^Sr^ — 
: (31) 

i?=z K>tt. Leu, Ile*fcttVal<7>V^-ftb^Sr3— Ki" 
: (47) 

{pa Kyft, Phe, Ser, Tyr* VtCysM *1F1nt>'$: 3 — 
fffiEftB : (74) 

ti>n K>tt, He, Thr, Asn* ^SerCD V tlfr& 3 — 
■ffftffil : (80) 



tomtits : *ttsrj::i:fc*ft^$*t-cv>^v\ *taas:ii- 

^aK>ri. Phe, Ser, Tyr* fcttCysO V^n^**: ^ - 
#&{£g : (87) 

#fiEffiB : (88) 

^nK>tt, Phe, Leu, I le* ^t±Val</:»V ^ > ^ ^ - 
fiFffitta : (349) 

fr=zK>fc£, Leu, Ile£/iti:Val(m^na-£3— Ki" 
ff ftffia : (648) 

ItXDtitn : *i£SrJ:^/c:^^^nTV^£V\ *:l£S£a 
tP z3 K > tt . Val £ =2 — K -T 6 "Isgtt^ * ffi V \ 3 
: (693) 

fttL<7)fS$R : 2|s:JeStt*/c«:S*^TV^iV\ 
tf=i K^tt, The^ — Ki"5 pTtE14a«S5V\, 

km** 2 2 

#ftfig : (1) 

rm^s : (3) 

Phe, Leu, He* fc«:Val<& V *l & 

#£fcK : (4) 

.*:r^y|fctt. Leu. Pro, His, Gin* fcHArgGO l/^ftl 

ffftfita : (5) 

/SStt, Val, Ala, Asp*fcttGly<^^-m^"t*fc 

f^ffiliK : (ID 

*T^y»tt. Leu, iie*fcf±vai<o^i"n*»-e«>9 » 
5. 

f?ft{iLg : (16) 

*T^y»J4, Phe, Ser, Tyr* frfcCy s<D V^n**"C* 
??-&ffiS : (25) 

^T^yKiL He, Thr, Asn* TtHSertD l^TtbA^ l *) 
^ftfiLm : (27) 




AZT i /ffigi*. Phe, Sei\ Tyf£ i^Cy.sO \ ~f *l : £ 

f^t^s = (*■•» 

fcfti^B : (30) 

*r-' S Phe, Leu, I Le * ft ftVai ^' V '••TtIA 

n ^5> = 

TFf£(£B : (117) 

S 'Sgil. Leu, Ile*fl}-iValOV^-fn^^*)0'f# 

■5: 

fiFftfiB : CMC) 

*~'^ vai-e*>of#£ 3 

fffiEfiB : (231) 

ffftfiB : fl). . (2) 

ffftttK :(<>.. (9) 
# (£ \tL S : (14) 

£r=i K>te. Viet, Thr, Lys*fcttlArg<m «-fn^% a — 
fffrl&B : (18) 

t-3K>H Ser^^ttArgS:^— K-f"*o 
SfcfclB : (28) 

t»3 K>H, Phe, Leu, IleifcttVal^-'l^a**^ — 

ftfefcfi : (32) 

K>'tt. Val, Ala, Asp*^ttGly(7>li •i J n*»*: = "- 

ttftaa : (!) 

i/Ki±, Met - ?*) r : <#5 = 
TffcfiB : ( 3) 

7? ir'£B : (5) 

;KT x Met. Thi\ Lys^^IiArg^f'-TixA*-?*) 




(81*$^ 2 n 0 0 - 8 0 1 0 0 l P 2 O 0 0 - 8 0 1 0 O A 1 
ft&im. • (6) 

5 'Kl-i. Phe, Leu, He* ^ilVal^-V ^n^^C'fc 

fc^tiB : (in 

S >*tt, Val, Asp, ArgifcHGly^'v^ll^^* 

id : 2 9 

ff/tfitB : (')•• (9) 

frflE&B : (22) 

: .tJft.Stt:fe^ift^ 5^t^<CV \ ***** 
t?3K>ii. Phe, Leu, He* f~ ttVal </> V •fn*^ — 

#r£fi^ : (32) 

t>=iK>tt. Val, Ala, Asp**cttGly^^"fnA**:=» — 
K-t-5, 

Sd^'JS^- : 3 0 
ftfE&m : (3) 

#-^:f5:g : (8) 

*^^/S?ti, Phe. Leu, Ile^feHVal^V^-fn**"?*? 
SffiflLB : (ID 

^7; ./gi,L Val, Ala. Asp* fc ttGly^ V A^T'fe 

ld?'J #3" : 3 9 
^Ztfcg : (231) 

Sd^J#-J : 4 0 

*t ^ y »ii.-fefr.A5£StL-rv^?ii^ 

; /l^ri, Ty !■-?*> l M# *. s 
id^'i*^ : 4 3 

- .^T^y — fid^'J 
fid5'j§^- : 4 4 

-t'-tY-t — fid^'J 
fidS'jg^ : 4 5 

^.o+s^s : ^xewio'^-r^Eflc : .MWi-'&iSL^ 



(82#M 2 0 0 0 - 8 0 1 0 0 ( P 2 0 0 0 - 8 0 1 0 0 A) 



[0116] 

[0 i ] PTHip»#M*HflartcAMPw±#t-»-t-5&ato 

fitt hPTHrPt h ^ ^ ^ p — ^^tft^MWJ^J**^"*" 
Hl c fiStttt, cAMPOjg^Jt^r^U ^fcfltttti, fit** 
1 **ltt5 Mg/MlJCfcfrtSft^^*/ * p— ?-Afit 
*./;i* p — >£«r*fri- 0 ft**, tSI«^*5^-C, fPTHr 
P(+)j ^n— ^-./Uta^fc^i-fPTHrP 

(1-34) <o*^tfi#iffi*.fflv-^RSkt^*5J"t*IS*Sr-^ 
U rpTHrP(-)J tt, JSiftO* (fit*&t>PTHrP(l-34) 

[02] PTHiP»#W»liartcAMP^Jb^^»-t-5*«^ 
fat: hPTHrPt h ^ 7 * p — ^Afit*t7)}fnffl SJj*Sr*i" 
IU 3 flSteti^ cAMPff>j^£SSr^U fit** 

fil*cO*P— V*&*fc>-+-o &*>\ ^W^^X. "FT 
HrP(+)J tt, Pf^(7)^y^P-^ft*l>t^fPTHr 

P(l-34) <o*S:*tfiSfl!lS:fflv^ttWlc:*5*-t5»S*S:^ 
U r P THrP(-)j tt, ^MHO^f (fit*XWTHrP(l-34) 

-To 

fitt hPTHrPt h^ey ^ p — ^/v^{$:(Djfnffl^m^^"t~ 
Ho cAMP<z>K£*S:^U *fcSW*tt, tat** 

«35:o.3*fcttl.O/ig/«l{-*3tt5**^ ; t. / * n— +/u 
gt*^* «H*K:fc^T\ r PT 

HrP(Oj tt, V*T*L<0*>> ^p— ^/Vfitfft^TPTHr 
P(i-34) <D*fr$tf*lfiSrfflv-^K*^*Jtt5fe*S:^ 
U rpTHrP(-)j tt, »Jfc£>^ ( fit *&t>TTHrP< 1-34) 

[El 4 ] PTHrfj»^W»liartcAMP^±#i-Wi"5#«^ 
fat HPTHrPt h * / * p — ^ Afii*Offl]fr] 
EI: jfttttt, cAMP<D*£**:^U *fc«5tttt, fit** 

SW* i */cti5 /L£g/mn-4bMta &^^^> r * p— *-/ufit 

(1 -34) o^&^tp«lfi&fflv^K»^*5*-f 5*S*S:^ 
L. rpTHrP(-)j tt, #Jfitf>* (fit*XWTHrP(l-34) 

[El 5 ] PTHrPttffW«B/ISrtcAMP<7)±#l-:Wi"5*fl^ 
fitt hPTHrPt h^:/ * p— ^Afit*^fflJfM2&£&^"*" 

EL jftttttu cAiMP^j^S^U £/cfit«&fi, fix** 
S*so.3*fctti.OiLig/»iJwii5H-5#*^^ ' * p— *vu 

fit*<D*P-^£ **** «t«*ir*5V^-C, TPT 
HrP(+)j tt, V^ftlO^e/ * p— ^/Wfit*t>^*-fPTHr 
P(l-34) ^^Sr-g-tfitlftSrfflv^fcKR^lsttSttSSr^ 
U r P THrP(-)j tt, (fit*&OPTHrP(l-34) 



"To 

[H 6 ] PTHrP»#Wtt/iartcAMPtr.±#{,-^l--r -5#«^ 

fitt hPTHrPt h^ey ^ p— ^Afitft<offlfM$&SSr^*" 

m c fittttts cAMP<OS!feft*:>nL. */c«ltttX, fit** 
fiCdso. 3*fctti. 0/i g/mltr^tt Z>&*<D*S * p — 

HrP(«-)j rl> V >Tn^^y ^ P-^vV^{$L a^rPTHr 
p(i-34) o^Sr^tfJ&flSSrfflv^fcKK^tiJi-^te**^ 
U rpTHrP(-)j tt. t&ifi<^^ (fiC*>RWTMrP(l-34) 

[0 7 ] PTHiP^W^ll&rtcAMP^i:^^^^***^ 
fat HPTHrPt h ^ 7 * p — ^ .'Wf/t*^ jfpftj tftS Sr^-t" 
gl 0 iiM, cAMP<offi^JiSr^L, */c«5MJi, fit** 

S^O. 3*^ttl.0ag/nltC*5(tS#<rO^y * a— ^"/V 

fit*(0^o — >*Sr*t?"f- 0 tftWt-^^Xs f PT 

HrP(+)J tt, V ^-fn<^^ S ? p — "+"^fit*tp a *i*PTHr 
Pd-34) (O^S:*tr«fl!l*rfflv^WSfcl-*3"*tS»g*S:^ 
L s rpTHrP(-)j tts *^«^<^ (fit*SWTHrP(l-34) 

-To 

[g] s ] praip»#Wtt/iartcAMP(Oji#^.w-r5#fli(7) 

fitt hPTHrPt h^t./ ^ ^-Afit*^ffl]ffl.^*$r : ^"^ 
0 O tKtttt, cAMP<Z)jS£*3r^U fit** 
ft*-0.3*fcttl.0/ig/Bl{-*5^6**O^e / ^ n 
fit*(7)^p->*Sr**5-f 0 IHWiKJb^vr, r PT 

HrP(+)j ti> tuO*/ ^ o - t./HSft t^JfPTHr 
P(l-34) (7)^^^^i#ife^ffll'^i^^^^^5^m: ; 5r^ 
rpTHrP(-)J tt. (fiu*.S.t>TTHrP(l-34) 

[[219] PTHrP(D#P^teffi^l^ffl^^5-&fi^fitt hP 
THrPt h^&y ^ p— ■^-Afit*^Pa*?»*Sr 5 n^"Blo 
tt, (%) ^^t , **:*ltttt, fit*** 4:^ 

rt, 1S«O^^^SrfflV'-fel*»«osp*aiB (±SEM) 0 
[010] PTHrP^#KiR(ExlfPffli-Mt-5*a^fitt: 
hPTHrPt h^y ^ p— t-AfiC*<7)PB.$?f<i*5r^"t'El 0 
RMa, Pl*^ (%) Sr^U *fc«M*tt, fit*«S§r 
th-^o nit KRL^^^^EiRSr^, <cfc, 
tt, asto-v^^Srfflv^fcKR^spiSfl (±SEM) 0 

[an] PTHrP^fl'KiRffijt^fflj-»i"a s-a^fitt 

hPTHrPt h^ / ^ p— ^-Afit*^Bft*5**Sr^"*"BIo 
»ttt^, Pl*^ ( 0/ o) £/clSS*4tes fit***Sr 

[m 1 2 ] fitt hPTHrPt ' .> p— +Afit*COfi^ 



(83*£M 2 0 0 0 - 8 0 1 0 0 { P 2 0 0 0 8 0 1 0 0 A ) 



[!*] 1 3] f?tt hPTHrPb: h ^ / ^ - — *" ^^i^2F8 - 10- 
3 met <5 PTHrP» *t3- « ^ v- ^' ^ ifeS iH* a * 4: =r 

[Li] 14] fitt hPTHrPt h-Tr ' -7 c: — -Hfi;tfclB3-9-l 
[015] St hPTHrPt h^ey — -J- 'Utfttfcl5H7-8- 

[[1] i 1 



[[23 l 6] ?tl£ hPmrPt: r / ■* - — ** f*(*5Bri - 10 

[[3 1 7 ] hPTHrPt I- -lr / /; - — -*~ 'Uf/t(£4B4 6-2 

1 ^ift 6 PTHrPtt «tt ffi # ^ >' r > - & * ^ ^ 

[018] fit hPTHrPt h^r/ 7 P — tvHvitfc4B4 -C-2 

i ^ ^r-r 5 it*itti*t4Sti fs * >- ^ ^ rfn^ 60 fe^ ^ 

[12 ] 





(8mm 2000 



-sWo 0 (P2000-8 0 100A) 



[13] [EUO] 



— •— IDU <«=*) 





(8mm 2000 



00 (P2000-80 100 A) 



[H9] 



[012] 




I 10 



Genome DNA 

V D J # C 

I==D^/ 7 C===)- 

\ / 

mRNA £ V- 



COMA 



Light Chain 



1*0 Anchor DNA 





Heavy Chain 



Anchor DNA 



3T K Primer s' Primer 



3'H 



I 



PCR Product 



PCft Product 



DNA Sequencing 



[EI 1 3] 



[El 1 4] 



1.35 -i 



| 1J0 - 
ft* 

* 1-25 

S 1-20 ■ 

5 1.15 i 



1.40-1 



1 .10 J 




1J5 - 



IS 



1-30 



30 fci/fci) 



5 1.26 H 
£ 1.20 
S 1.15 H 



1.10 




30 t~t/ky) 



PTHrP«uMt 

+; p>0.05 vs PBS + saline (unpaired t-teat) 

##; poO.Gl va PBS (ANOVA followed by Dunnctt) 



-M-; p>0.01 vi PBS aatioe (unpaired l-teat) 

##; poO.01 v» PBS (ANOVA followed by Ducoett) 



# 



(87^ 2 0 0 0 - 8 0 l 0 »2 () 0 0 - 8 0 1 0 0 A) 



m 1 5 ] 



m 1 6 ] 



1.35 



g 1.30 

? 1-25 - 

V 

£ 1.20 • 
£ 1-13- 
1.t0 J 



++ 




| 
I 



i 



10 



30 



16H7-8-3 



PTHrP*U* 



•M-; p<0.01 Y8 PBS + nine (impaired Meat) 

##; p<a01 vi PBS (ANOVA followed by Domett] 



[B17] 



1 J5 i 



«4 1,30 - 

V 
O 



1 20 




PTHrPJ&tC* 



+; jxO.05 vi PBS + wline (unpaired t-test) 
#; PoO.05 VS PBS (ANOVA fallowed by 




• m V<0m , -P<0jQ5: Sigmficaatlj different compared with the vehicle 
treated group (Student'* (.test). 



(51) Int. CI. : 

A 6 IP 35 '00 
43 00 
A 6 IK 39/395 

C12N 5 10 



F I 

A 6 IK 31/00 

39 395 
C 1 2 P 21/08 



s --- : ' (#%) 



6 3 5 
6 4 3 



D 
N 



m<&m 2000 









15/02 


C 1 


2 


P 


21/08 


//(C 1 


2 


N 


5/10 




2 


IV 




(C 1 


2 


N 


15/02 


C 1 




R 


1:91) 


(C 1 


o 


P 


21/08 


C 1 


2 


R 


1:91) 



Z NA 



Z NA 



C 1 2 N 5/00 
15/00 



GO (P2000-8 0 100 A) 
B 

Z NAC 



##jn»**mAKK«»i -i3-2 a 



F ^ — j^s 4B024 AA01 Mil BA44 BA80 CA04 

DA02 EA04 GA03 GA12 GA18 
HA01 HA15 

4B064 AG01 AG27 CA06 CA10 CA19 
CA20 CC24 CE12 DA01 DA13 

4B065 AA91X AA93Y AB01 AB05 

BA02 BA04 BA08 BD15 CA24 
CA25 CA44 CA46 

4C085 AA14 BB07 CC02 EE01 GGOl 
GG02 GG03 GG04 GG06 

4H045 AA11 AA30 BA10 BA18 BA19 
BA41 CA40 DA45 DA76 EA21 
EA22 EA24 EA25 EA27 EA28 
FA70 FA74 GA10 GA15 GA24 
GA26 



